*STIC-Biotech/ChemLib 



From: 

Sent: 

To: 

Subject: 



Switzer, Juliet 

Thursday, October 06, 2005 4:20 PM 

STIC-Biotech/ChenLib 

us 10/798678 



please search: 

seq id no 7 
seq id no 8 
seq id no 9 
seq id no 10 
seq id no 11 
seq id no 12 
seq id 1 , 
seq id 2, 

in prior art nucleic acid databases 
please return results on disk. 

THANKS 



Juliet Switzer 
Art Unit 1634 
phone: 571-272-0753 
office: Remsen 2A61 
mailbox: 2C70 
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Searcher: t 

Searcher Phorte r^ / ^5^Q 
Date Searcher Picked up: iQ \ ^ Lcr\ 
Date completed: t^> \^ La s 
Searcher Prep Time: v cy 
"Online Time: 



NA# 
S/L:_ 



Type of-! 



Search 

AA#:_ 

. Oligomer:^ 



Vendors and cost where applicable 

STN: 

DIALOG: 



Encode/Trans! : 

Structure #: 

Inventor: 



Text: 



QUESTELyORBIT:. 
LEXIS/NEXIS: 



Litigation: 



SEQUENCE SYSTEM:. 

WWW/Internet: 

Other (Specify): 



(FILE f HOME 1 ENTERED AT 15:12:53 ON 24 OCT 2005) 

FILE 1 MEDLINE, BIOSIS, CAPLUS ' ENTERED AT 15:13:11 ON 24 OCT 2005 

FILE 'AGRICOLA, FROSTI , MEDLINE, BIOSIS, CAPLUS' ENTERED AT 15:13:21 ON 
24 OCT 2005 

LI 2918 SEA PLU=ON (CKM OR (CREATINE (3A) KINASE (3A) MUSCLE (3A) GENE)) 

L2 17 SEA PLU=ON LI AND (PIG OR PORCINE OR SUS OR SCROFA OR BOAR OR 

PORK) 

L3 9 DUP REM L2 (8 DUPLICATES REMOVED) 

D TI 1-9 
D IBIB AB 5 2 

FILE ' STNGUIDE 1 ENTERED AT 15:15:49 ON 24 OCT 2005 

FILE 'MEDLINE, BIOSIS, CAPLUS' ENTERED AT 15:16:21 ON 24 OCT 2005 
D KWIC 5 

FILE 'STNGUIDE' ENTERED AT 15:16:22 ON 24 OCT 2005 
L4 0 SEA PLU=ON LI AND (MEAT OR GROWTH OR PH OR MINOLTA OR DRIP OR 

FIRM OR WEIGHT OR GAIN) 

FILE 'AGRICOLA, FROSTI, MEDLINE, BIOSIS, CAPLUS' ENTERED AT 15:22:53 ON 
24 OCT 2005 
L5 172 SEA PLU=ON L4 

L6 125 DUP REM L5 (47 DUPLICATES REMOVED) 

D TI L6 • 

L7 18 SEA PLU=ON L6 AND Ll/TI 

D TI 1-18 

D IBIB AB 6 

D IBIB AB 7 
L8 78 SEA PLU=ON L6 AND Ll/AB 

L9 66 SEA PLU=ON L8 NOT L7 

D TI 1-66 

D IBIB AB 39 

FILE 'STNGUIDE' ENTERED AT 15:31:35 ON 24 OCT 2005 

FILE 'MEDLINE, BIOSIS, CAPLUS' ENTERED AT 15:33:16 ON 24 OCT 2005 
D IBIB AB 12 

FILE ' STNGUIDE ' ENTERED AT 15:33:16 ON 24 OCT 2005 

FILE 'AGRICOLA, FROSTI, MEDLINE, BIOSIS, CAPLUS' ENTERED AT 15:38:08 ON 
24 OCT 2005 

L10 57 SEA PLU=ON LI AND (SNP OR POLYMORPH? OR MARKER OF ALLELE) 

Lll 52 SEA PLU=ON L10 NOT (L9 OR L3 OR L7) 

L12 32 DUP REM Lll (20 DUPLICATES REMOVED) 

D TI 1-32 

FILE 'STNGUIDE' ENTERED AT 15:41:16 ON 24 OCT 2005 

FILE 'AGRICOLA, MEDLINE, BIOSIS, CAPLUS' ENTERED AT 15:43:42 ON 24 OCT 
2005 

D IBIB AB 1 2 3 10 
FILE 'STNGUIDE' ENTERED AT 15:43:43 ON 24 OCT 2005 
FILE 'STNGUIDE* ENTERED AT 15:43:48 ON 24 OCT 2005 

FILE 'AGRICOLA, MEDLINE, BIOSIS, CAPLUS' ENTERED AT 15:56:43 ON 24 OCT 
2005 

D IBIB AB 30 28 27 
FILE 'STNGUIDE' ENTERED AT 15:56:43 ON 24 OCT 2005 

FILE 'AGRICOLA, MEDLINE, BIOSIS, CAPLUS' ENTERED AT 15:59:15 ON 24 OCT 



2005 

D IBIB AB 31 32 



FILE 1 STNGUIDE ! ENTERED AT 15:59:15 ON 24 OCT 2005 
L13 0 SEA PLU=ON LI OR CKMM 

FILE ' AGRICOLA, FROSTI , MEDLINE, BIOSIS, CAPLUS ' ENTERED AT 16:00:00 ON 

24 OCT 2005 
L14 3024 SEA PLU=ON L13 

L15 0 SEA PLU=ON L14 AND MYTONIC 

L16 73 SEA PLU=ON L14 AND MYOTONIC 

LI 7 39 SEA PLU=ON LI 6 AND (RFLP OR NCOl OR POLYMORPH? OR SNP OR 

ALLEL? OR VARIAN?) 
L18 23 DUP REM L17 (16 DUPLICATES REMOVED) 

D TI 1-23 

D IBIB AB 3 

D IBIB AB 17 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



October 11, 2005, 06:09:23 ; Search time 17.7647 Seconds 

(without alignments) 
6664.609 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-798-678-7 
20 

1 cagcccatacaaggccatgg 20 



Scoring table: 



I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 8780412 



Minimum DB seq length: 0 

Maximum DB seq length: 200000.0000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 
2 : geneseqnl990s : * 
3 : geneseqn2000s : * 
4 : geneseqn2001as : * 
5 : geneseqn2001bs : * 
6 : geneseqn2002as : * 
7 : geneseqn2002bs : * 
8 : geneseqn2003as : * 
9 : geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004as : * 
13 : geneseqn2004bs : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result- Query 

No. Score' Match Length DB ID Description 



1 20 100.0 

2 20 100.0 

3 20 100.0 

4 20 100.0 



20 13 ADS13178 

236 13 ADS13172 

365 6 ABK82051 

365 6 AAL44606 



Adsl3178 PCR prime 
Adsl3172 Porcine c 
Abk82051 Mouse mus 
Aal44606 Murine mu 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



October 11, 2005, 06:09:25 ; Search time 5.4902 Seconds 

(without alignments) 
5960.722 Million cell updates/sec 

US-10-798-678-7 
20 

1 cagcccatacaaggccatgg 20 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 1202784 seqs, 818138359 residues 

Total number, of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB.seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : / cgn2_6 /p t oda ta/l/ina/ PCTUS_COMB . s eq : * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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23104, A 


c 
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Sequence 


81227, A 


c 
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2 


76. 


0 


601 


4 


us- 


09 


-949- 


-016-81228 


Sequence 


81228, A 
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Sequence 


120914, 
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120915, 
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126330, 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: October 11, 2005, 06:09:25 ; Search time 57.5948 Seconds 

(without alignments) 
2418.567 Million cell updates/sec 

Title: US- 10-798 -678 -7 

Perfect score: 20 

Sequence: 1 cagcccatacaaggccatgg 20 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 8443130 seqs, 3482420727 residues 

Total number of hits satisfying chosen parameters: 16886260 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Publ ished_Appl icat ions_NA :** 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB . seq : * 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB . seq: * 

6 : /cgn2__6/ptodata/2/pubpna/PCTUS_PUBCOMB. seq: * 

7 : / cgn2_6 /p t oda t a / 2 /pubpna /US 0 8_NEW_PUB . s eq : * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB.seq:* 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 

10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB . seq: * 

11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: * 

12 : /cgh2_6/ptodata/2/pubpna/US09_NEW_PUB.seq: * 

1 3 : /cgn2_6 /p t oda t a / 2 /pubpna /US 1 0A_PUBCOMB . s eq : * 

14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB. seq: * 

15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB . seq: * 

16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB . seq: * 

17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB . seq: * 

18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBC0MB . seq: * 

19: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0G_PUBCOMB . s eq : * 

20 : /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB . seq : * 

21 : /cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB. seq: * 

22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB.seq: * 

23 .■ /cgn2_6/ptodata/2/pubpna/USHA_PUBCOMB . seq: * 

24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB. seq: * 

25: /cgn2_6/ptodata/2/pubpna/US60_NEW__PUB. seq: * 

26: /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB.seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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Result Query 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: October 11, 2005, 06:09:23 ; Search time 1133.57 Seconds 

(without alignments) 
10087.968 Million cell updates/sec 

Title: US-10-798-678-1 
Perfect score: 236 

Sequence: 1 cagcccatacaaggccatgg ttccagcacagcccagccag 236 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 9416466 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb htg : * 


3 




gb_in : * 


4 




gb_om : * 
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gb_sy : * 


13: 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



October 11, 2005, 06:09:23 ; Search time 8436.1 Seconds 

(without alignments) 
5030.955 Million cell updates/sec 

US-10-798-678-2 
1115 

1 tccatctggcttcaccctgg catccctgccaggtcacccc 1115 

I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



68479088 



Post-processing: 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

EST : * 



1 


gb_estl 


* 


2 


gb_est2 


* 


3 


gb_htc:* 


4 


gb_est3 


★ 


5 


gb_est4 


* 


6 


gb_est5 


* 


7 


gb_est6 


+ 


8 


gb_gssl 


+ 


9 


gb_gss2 


★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 





NO. 


Score 


Match Length DB 


ID 


•Description 




1 


150.4 


13.5 


565 


9 


CL409209 


CL409209 RPCI44 41 




2 


143.6 


12 . 9 


651 


6 


CB469586 


CB469586 sn09 Dll. 


c 


3 


143 


12.8 


310 


2 


BF703913 


BF703913 MI-P-A3-a 


c 


4 


141 


12.6 


518 


6 


CA780218 


CA780218 MPL384 4 


c 


5 


139.4 


12.5 


508 


9 


CL332968 


CL332968 CH242 12B 




6 


139.2 


12.5 


790 


6 


CB169406 


CB169406 KYE602702 


c 


7 


•135 


12'. 1 


680 


5 


BP435256 


BP435256 BP435256 




8 


132.8 


11.9 


319 


7 


C0988373 


C0988373 UMC-pd3en 




9 


132.8 


11.9 


499 


5 


BQ600069 


BQ600069 MI-P-E7-a 





i n 

X u 


1 79 
X j Z 


i i 

X x , 


Q 

. o 


JJJ 


n 

1 


P\/l 01171 

v_VXUXXjX 


P\71 01171 


T IMP -npn/h 
U1 V 1V_ \j X y XJ 




1 1 

X X 


171 6 
X J X . D 


X X . 


o 
. o 


CO 1 
PZ X 


q 


PT ,7 77 7 0 0 


PT, 7 777 00 
V_Xj j / / jUU 


PPPT44 44 
rtr^v^Xftft ft ft 




J. z 


171 6 


1 1 

X x . 


Q 

. o 


60ft 

DUO 


Q 


PT .74 7 4 ft 1 

v_!-0 ft O ft O X 


PT.74 74ft 1 

±J-_> ftj ft o X 


PPPT44 97 

i\ IT V_ X 11 z / 




1 7 
1j 


171 9 


1 1 

X X . 


Q 

. o 


.j y o 


Q 


PT.7 94 7 1 6 
l,Xj j z ft / x b 


PT.7 94 71 6 
l.xj j z ft / x b 


PPPT44 47 
r\lrV« - J.ftf± ft / 


v_ 


X ft 


171 


1 "1 
X X . 


7 


ft 9 9 
o z z 




DDI 67 7 77 


T7D1 67777 
Drl b «j> j j / 


Dpi A77 77 
DrlDjj j / 




X D 


1 70 ft 


1 1 

X X 


7 


67 7 


q 
y 


PT 7 4 R 1 9 7 
V_Xjjfi D XZ / 


PT 7 4 R 1 9 7 
L.Xj.3 ft D X Z / 


PPPT 44 9 7 
KlrL. X ft 4 Z / 




1 6 
X D 


1 9 Q 6 
X Z J . D 


1 1 

X X 


. o 


4 R9 

ft JZ 


z 


RP01 4ftR0 


RP01 4ft R0 


1 9679R MA 
X Z D /ZD I Y lrt. 




1 7 
X / 


1 9 Q 6 
X Z y . O 


1 1 

X X . 


. D 


64 7 
bft / 


q 
y 


PT 7 4 Q 9 Q 9 

L.XO ft y z y z 


PT 7 4 0 9 O 9 

L.Xjjft y z yz 


"D DPT 4 4 7 O 
Kir L.X 4 4 oU 


C 


1 Q 

Xo 


1 O Q O 

xz y . z 


1 1 

X X . 


. D 


D / ft 


q 

y 


L.xo / UojJ 




D DPT >1 A 1 f\ 

KFL.X44 JU 


C 


x y 


1 O Q O 

xz y . z 


1 T 

X X . 


. b 


bib 


y 


r«T 'J 7 Q Q Q 7 


PT O T Q O O T 

lxjj /yoo / 


KrL144 4z 


c 


z u 


1 9 Q 9 

x z y . z 


X X . 


. b 


7 Q 1 

/ y x 


c; 


Dir X b 0 JZ X 


DDT CCOI 

oFXbDbz X 


DDI ClCtCOl 

nrXbobz X 


/-I 
L. 


Z X 


1 9 Q 

x z y 


1 1 

X X . 


. o 


64 0 

bft u 


q 
y 


PT 7 ft 4 7 1 C, 
L-Xjj o fi / X D 


PT 7 Q 4 7 1 tC. 

uxjjofi / Xb 


D DPT A A TO 
KrL144 jz 




z z 


1 9ft 6 

X Z O . D 


1 1 
X x . 


cz. 
. D 


R76 
jjD 


c; 


RP601 6Q7 


RP601 6Q7 
D^DU Xb 7J 


I v i X ir - rlU - a. 




9 7 
z J 


1 9ft 6 
xz o . o 


X X . 


cc. 


DID 


cz 
D 


HY6 7 1 79 7 
DAD / X / Z «5 


DV £Z 7 1 7 0 0 
DAD / X / Z J 


DVC 7 17 7 0 

dAd / X / zo 




Z ft 


1 9ft 6 
X Z 0 . D 


1 1 

X X . 


cz 
• o 


6 94 

b z f± 


cz 
Z) 


RY67 1 799 
DAD / X / Z Z 


D Y£ 7 1 7 O 9 
DAD / X / ZZ 


DV 7 7 7 

dAd / X / z z 




Z J 


1 97 ft 


1 1 

X X . 


tc 

. Zj 


674 


7 
i 


PP7Rft Qft 7 
V—r j jo yoo 


PP7 Rft Qft 7 


ft 1 ft tC4 6 MZi 
O X O P ft b l v irt. 




96 
z o 


1 97 £ 

-L Z / . O 


1 1 

X X . 


A 


R9 1 

D Z X 


A 


T7P7 7 9 en 9 

DU / j Z J U Z 


PP7 7 9 R09 
Du / j Z D U Z 


7 7 7 9 7R Ma 

JJJZ JJ l v ltt. 




97 
z / 


1 97 6 


1 1 

X X . 


4 

. ft 


694 

o Z f± 


q 


PT.74 7 Oft Q 
v^xi j ft j u o y 


PT.74 7 0 ft Q 

^xjj ft j u o y 


PDPT44 97 
KfL-lftft Z/ 




9 A 
z o 


1 97 6 
X z / . o 


1 1 

X X . 


A 
. ft 


6QR 
b _? D 


q 
y 


PT 7 4 7 07 q 
^Xj J ft o u / y 


PT 7 A 7 n 7 Q 


DDPT/1/1 On 
Kir L. 1 4 4 Z / 


/i 


9 Q 

Z 17 


19 7 4 
X Z / . ft 


1 1 

X X . 


A 
, ft 


6 OR 
DUD 


q 
y 


PT 7 7 4 ft 4 7 
L.XjJ J ft 0 ft j 


PT 7 7 4 Q 4 7 
L.XJJ Oft O ft J 


D DPT A A O tc 
KFL.144 ZD 


r* 
L. 


7 0 


1 97 4 

X Z / • 1 


X X . 


A 
• *i 


74 9 
/ ft z 


cz 
D 


P.D4 7 7ft q 0 
or' ft J / o y U 


P.D4 7 7Q Q H 

d jrft o i o y U 


DD4 7 7Q Q f\ 
or4 J / 0 y U 


r« 
l- 


7 1 

D X 


197 

X z / 


1 1 

X X . 


A 
• 1 


7ft 7 

JO J 


7 


POQ7Q7 00 


Ppq7 q7 00 


T IMP r-\A 0 <"» f 


r 1 
*~ 


79 
— > Z 


1 97 
J. z / 


1 1 

X X . 


A 
. ft 


694 

Q Z *± 


q 


PT .7 67 1 ft 9 
v_Xi»5 D / X O Z 


PT 7 6 71 Q 9 
^Xj J D / X O Z 


P DPT 4 4 OC 
KFL.144 JD 




7 7 


1 96 ft 
x z o . o 


1 1 
X X . 


A 


64 4 
b^t ft 


q 

y 


PT 7 9 9 OQ Q 
UXjJZZ Uo o 


PT 7 0 O C\ Q D 

UxjJzzUoo 


O D/^T A A 7 Q 

KFL.X44 jy 


L. 


*54 


1 96 ft 

X Z b . O 


1 1 
X X , 


A 


/ Ub 


c; 


D D4 A A 1 A 1 
Dr^ftftft Xft X 


dF4 4 4 X4 X 


br4 4 4X41 




7 c, 


1 96 6 

X Z D . D 


1 1 

XX. 


A 
. ft 


61 Q 
b x y 


A 
fi 


DTi pi qo6 
Di xoxyub 


DTI Q1 QC\C 

bixoxyub 


TTNTT T5 "CM 

UNxj- r-r INI - 




76 


1 96 9 
x z o . z 


1 1 

X X . 


"> 

. J> 


R7ft 
D / O 


c: 


DDI CQCTQ 

d r ±d y o 3 y 


ddi cc.qtc.7q 
DirX D y 3-3 y 


DDI ICQIC'iQ 

oFXpyp j y 




77 


1 96 

X Z O 


1 1 

X X . 




77R 


7 


POQ R 7 ft 4 0 

\~\jyD3 oft u 


ppq r o o a r\ 


ufil -pnaca 




7 ft 


1 96 
X Z D 


1 1 

X X , 


. J> 


ft 1 7 


7 


pva c c; c o r 


P1//I r tz C Q IC 

LK4 bbbyb 


qo^tooo t\/i 7\ 
yjbozy MA 




~> y 


1 O 
X Z D . O 


1 1 

X X . 


O 

. J 


cm 

DUX 


Q 

y 


PT 7 £ CC7A 
LLJbDb / ft 


PT 1 ^ IC C 7 /I 

Lxjjbbb /4 






40 


125.6 


11. 


.3 


511 


9 


CL383879 


CL383879 


RPCI44_32 


C 


41 


125. 6 


11. 


.3 


587 


9 


CL379777 


CL379777 


RPCI44_42 




42 


125.4 


11. 


.2 


522 


2 


BF075098 


BF075098 


223882 MA 


C 


43 


125.2 


11 . 


.2 


721 


9 


CL330422 


CL330422 


CH242_3F4 


c 


44 


125 


11 . 


.2 


411 


9 


CL322335 


CL322335 


RPCI44 40 




45 


125 


11. 


.2 . 


601 


9 


CL387400 


CL387400 


RPCI44 28 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 



Sequence : 



October 11, 2005, 06:09:25 ; Search time 3210.91 Seconds 

(without alignments) 
2418.567 Million cell updates/ 

US-10-798-678-2 



Perfect score: 1115 



1 tccatctggcttcaccctgg catccctgccaggtcacccc 1115 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



8443130 seqs, 3482420727 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



16886260 



Post-processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06__NEW_PUB. seq - * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB. seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB . seq : * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 
10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: 
11: / cgn2_6 /ptoda t a / 2 /pubpna /US 0 9C_PUBC0MB . seq : 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB . seq : * 
13 : /cgn2_6/p)todata/2/pubpna/US10A_PUBCOMB.seq 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB.seq 
15: / cgn2_6 /pt oda t a / 2 /pubpna /US 1 0C_PUBCOMB . s eq 
16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB . seq 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB.seq 
18 : /cgn2_6 /ptoda ta/ 2 /pubpna /US 10F_PUBCOMB . seq 
19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB . seq 
20 : /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB . seq 
21: / cgn2 _6 /p t oda t a / 2 /pubpna / US 1 0 1 _PUBC0MB . s eq 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB. seq: * 
23 : / cgn2_6 /ptoda ta/ 2 /pubpna /US11A_PUBC0MB . seq: 
24 : /cgn2_6/ptodata/2/pubpna/USllJSfEW_PUB. seq 
25 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB. seq 
26 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB. seq 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 





Mo 


Score 


Match 




no 
UO 


t n 
x u 


Description 




X 


1115 


100 


.0 


llic; 


9 o 

Z U 


TIC _ 1 0-7Qft_£;7Q-9 
UO X U / zf O D / O Z 


Sequence 


2, Appli 




o 
z 


129 


.6 


11 


.6 


Z / / O \J 


9 o 
Z u 


T 1C _ 1 0 _ 4 R 1 _ R 0 7 A -A 


Sequence 


4, Appli 




-5 
~J 


122 


. 4 


11 


.0 


1 OR? R 


9 D 
z u 


TTC_10-4R1 - R 0 7 A - 7 


Sequence 


7 , Appli 


L. 


1 


121 


.6 


10 


.9 


1 1 4 Q 
X X ,7 


x y 


TTC-10_Z171_990 19 
Uo X U 4 /X-ZZ\J - XZ 


Sequence 


12, Appl 




c: 
-J 


121 


.6 


10 


.9 


X X D U 


9 1 
z X 


T TC - 1 0 - 4 ft 1 -1 60-7 
UO Xv *±OX - XOU / 


Sequence 


1, Appli 


c 

V— 


6 
o 


101 


.2 


9 


. 1 


4 £9 9 

1 O Zi _/ 


9 0 
z u 


TTQ.l 0-47R-7R7-9? 


Sequence 


23, Appl 




7 


100 


.2 


9 


. 0 


? Q6 


T 7 
x / 


T IC - 1 0-1 1 7-664A-1 1 6 
Uj XV XXj DD'iii-XlO 


Sequence 


116, App 




« 

o 


98 


.4 


8 


. 8 


1 1 ft 64 

X X O O ^ 


90 

Z. VJ 


nc_i 0-4R1 -R0 7B.-6 


Sequence 


6, Appli 


p 


Q 


96 


.8 


8 


. 7 


1 0 R? R 

J U _) o 


90 
Z U 


T TC. _ 1 0 - 4 R 1 - R 0 7 A - 7 

Uj XU *± D X DVJri- / 


Sequence 


1, Appli 




1 0 


93 


.8 


8 


. 4 


77ft 
/ / O 


1 6 

X D 


TTQ-10_9R7-ft967A 909 
UOXUZ3 / C3z D/\ - z Uz 


Sequence 


202, App 




1 1 


91 


.2 


8 


.2 


9 664 9 

Z D D *± Z 


9 0 
z u 


TTC-10-ART R077A 9 
Uj XU TjX jUjn. Z 


Sequence 


2, Appli 




X Z 


90 


.4 


8 


. 1 


q o q ft 

.7 U Z) o 


99 
z z 


TTQ-10-R07 464 1 


Sequence 


1, Appli 






90 


8 


. 1 


4ft n 


1 Q 
X z) 


TTQ-1 0-471 - 990-7 


Sequence 


1, Appli 




1 4 


89 


.2 


8 


. 0 


7 7ft Q 


9 O 
Z U 


TTC 10 47R 7R"7 77 
UD 1U 4 / 3 /D / -zz 


Sequence 


22, Appl 




1 R 


87 


.8 


7 


.9 


1 R R 7 0 
X D O / Z 


7 1 
Z X 


TIC TO /I QQ /I "3 


Sequence 


3, Appli 




1 6 
X D 


87 


.2 


7 


.8 


Q O O Q 


9 0 
z U 


T TO Ifi /I CI c:rk77A Q 


Sequence 


8, Appli 


p 


1 7 


87 


.2 


7 


.8 


i o "5 7 n 


9 0 
Z U 


TTQ-10-ZIR1 R077A 1. 


Sequence 


3, Appli 




1 ft 


84 


.2 


7 


.6 


7 9 6 
/ZD 


1 6 
X o 


T TO If! OC7 QOCA 7A.*7 


Sequence 


2 07, App 




1 Q 

X ,7 


83 


.8 


7 


. 5 


1 OQR 


1 0 
X U 


T TC OQ QRO 077 1 1 

uouyyDU _ uzz-xx 


Sequence 


11, Appl 




9 o 
Z U 


83 


.8 


7 


.5 


x uyo 


Z 4 


T TO 1 1 ATC 1 1 A 1 1 

Ub - x 1 - U / b- lJ4-ll 


Sequence 


11, Appl 




9 1 

Z X 


83 


.2 


7 


.5 


1 994 

X Z Z 4 


9 1 
Z X 


TIC lO A Ql 1 en A 
Uo-XU _ 4oX-lbU-4 


Sequence 


4, Appli 




z z 


83 


.2 


7 


. 5 


1 QTQ 


1 7 
X / 


TTC lO 1 OC QQ/1A "3 

uo-xu-xzd- y y4A- j 


Sequence 


3, Appli 




9 7 

Z -5 


83 


.2 


7 


. 5 


ft Q ft Q 


1 7 
X / 


TTC lO 1 Oc QCMA Q 

Uo-xu-xzo-yy 4 a - o 


Sequence 


8, Appli 




94 


82 


.4 


7 


.4 


1 eel 1 ) 


7 1 
z X 


TTC lO /QQ A(\C O 

uo-xu-4yy-4Uo-j 


Sequence 


3, Appli 




9 r 

Z D 


81 


.8 


7 


.3 


c a n 


1 / 


T TO 1A OQ/1A 1 r 

Ub -xU-xzd- y y4A- X d 


Sequence 


16, Appl 




9 6 
z o 


81 


.8 


7 


.3 


1 j j / U 


• O O 

z U 


T TO 1 C\ /I C1 CAOA O 

Ub - 1 U - 4 o 1 -oUjA- j 


Sequence 


3, Appli 




97 
z / 


81 


.2 


7 


.3 


i o q r 


1 *7 
X / 


TTC lO 7Q/1 1 Q1 A TO 

Ub-xu-zy4-iy ia- xz 


Sequence 


12, Appl 




9 ft 
Z O 


81 


7 


.3 


760 


Id 


ttc io oc'7 oca onn 
Ub-XU-zD / - ozdA-z U U 


Sequence 


200, App 


p 


9 Q 

Z j 


80 


.8 


7 


.2 


7 1 Q 
/ X y 


X D 


TTC 1 O QOCA Or»/l 

Ub-XU-zD / -oz bA-Z U4 


Sequence 


204, App 




7 o 


80 


.8 


7 


.2 


y y 4 


1 Q 
X y 


TTC 1 O C7Q nC/l O A 

Ub - x U - b / y- Ub4-j4 


Sequence 


34, Appl 




_> X 


79 


.6 


7 . 


. 1 


4 n 6 


1 *7 
X / 


TTC IO 1 1 ") a d ATS. 11C 

Ub-xu-XlJ -bb4A-xlb 


Sequence 


115, App 


c 


32 


79 


.6 


7 . 


. 1 


1205 


19 


US -10-679-064 -10 


Sequence 


30, Appl 




33 


78 


.8 


7 . 


. 1" 


.4411 


20 


US-10-451-503A-5 


Sequence 


5, Appli 


c 


34 


78 


.2 


7. 


. 0 


27750 


20 


US-10-451-503A-4 


Sequence 


4, Appli 


c 


35 


75 


.8 


6. 


. 8 


525 


20 


US-10-798-678-6 


Sequence 


6, Appli 


c 


36 


75 


.8 


6. 


. 8 


11864 


20 


US-10-451-503A-6 


Sequence 


6, Appli 


c 


37 


74 


.6 


6. 


. 7 


8980 


21 


US-10-499-406-1 


Sequence 


1, Appli 




38 


73 


.8 


6, 


.6 


2685 


17 


US-10-125-994A-10 


Sequence 


10, Appl 




39 


72 


6. 


. 5 


310 


17 


US-10-113-664A-104 


Sequence 


104, App 


c 


40 


71 


.2 


6. 


. 4 


13116 


21 . 


US-10-499-406-2 


Sequence 


2, Appli 




41 


70 


.6 


6. 


3 


4023 


18 


US-10-398-666-11 


Sequence 


11, Appl 


c 


42 


70 


.4 


6. 


3 


288 


17 


US-10-113-664A-11 


Sequence 


11, Appl 


c 


43 


70 


.4 


6. 


.3 


789 


16 


US-10-257-826A-199 


Sequence 


199, App 


c 


44 


69 


.8 


6. 


3 


5662 


19 


US-10-679-064-28 


Sequence 


28, Appl 




45 


69 


.4 


6. 


2 


5662 


19 


US-10-679-064-28 


Sequence 


28, Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: October 11, 2005, 06:09:25 ; Search time 306.078 Seconds 

(without alignments) 
5960.722 Million cell updates/sec 

Title: US-10-798-678-2 
Perfect score: 1115 

Sequence: 1 tccatctggcttcaccctgg catccctgccaggtcacccc 1115 

Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB . seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB.seq: * 

3: /cgn2_6/ptodata/l/ina/6A_COMB.seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB.seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



October 11, 2005, 06:09:23 ; Search time 990.382 Seconds 

(without alignments) 
6664.609 Million cell updates/sec 

US-10-798-678-2 
1115 

1 tccatctggcttcaccctgg catccctgccaggtcacccc 1115 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



8780412 



Post -processing: 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 
4 : geneseqn2001as : * 
5 : geneseqn2001bs : * 
6 : geneseqn2002as : * 
7 : geneseqn2002bs : * 
8 : geneseqn2003as : * 
9 : geneseqn2003bs : * 
10 : geneseqn2003cs 
11 : geneseqn2003ds 
12 : geneseqn2 004as 
13 : geneseqn2 004bs 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



October 11 , 2005, 06:09:23 ; Search time 5355.64 Seconds 

(without alignments) 
10087.968 Million cell updates/sec 

US-10-798-678-2 
1115 

1 tccatctggcttcaccctgg catccctgccaggtcacccc 1115 



Scoring table: 



I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 



9416466 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : GenEmbl : * 



1 
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gb_pr : * 
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gb_ro : * 


11: 


gb_sts : * 


12 : 


gb_sy : * 


13 : 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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12. 9 205338 2 AC141855 
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am Q 1 7 R£ 


APOq 1 7R£ 
ALUj 1 /DO 


bUS 


scrof 




1 9 
X z 


136 


1 9 
X z 


9 
. z 


1 ft A ARC 
X O ft U D O 


9 
Z 


API A 1 ft R 7 


API A 1 QCl 


Sus 


scrof 




1 7 


134 


.6 


1 9 
x ^ 


1 

. X 


1 4 4 9 7 R 


9 
z 


Api 1 R R74 


API 1 CCOyl 


bUS 


scrof 






134 


.6 


1 9 

X Zj 


1 

. X 


1 £977R 


9 
z 


API 1 R R7 R 


API 1 CCOC 

AL1 Ijjj D 


Sus 


SCx Ox 




1 R 


134 


1 9 
X z 


n 


1 £4 7 
XOft DDj 


^± 


APfiQI 4 09 


ALU? Xft Uz 


Sus 


scrof 




1 

X D 


133 


1 1 

X X 


Q 

. ZJ 


1 ft 4 770 
X O fx .3 / u 


9 
z 


API 7fiftft7 


API 7£QQ7 
At IjDoo / 


bUS 


scrof 


L 


"1 7 
X / 


1 79 


A 
. fr 


1 1 

X X 


q 
. zj 


1 7Q77ft 
X / z) zb to 


9 
Z 


API 97A79 
X Z / 4 / Z 


API TT/m 

AL 1 z / 4 / z 


Sus 


scrof 


fi 


1 ft 
X o 


171 

x o x . 


o 
. o 


1 1 

X X 


Q 

. o 


1 £7 04 0 


9 
Z 


APO q9 1 q A 
AV^.U ^7 Z X j ft 


A PPi Q 7 1 Q /I 

AC u y Z 1 z) 4 


Sus 


scrof 




X ZJ 


171 


o 
. o 


1 1 

X X . 


o 
. 0 


1 q 4 4 74 


9 
Z 


API 77R7£ 


api ncoc 
ALU / d J b 


Sus 


scrof 




Z u 


131 


. 4 


1 1 

X X . 


Q 

. o 


1 qo97R 

X z) UZ / D 


9 
Z 


API 7ft HA 9 
X J 0 U 4 Z 


APT TQPi/lO 

ALlJo U4 Z 


'Sus 


scrot 




9 1 


131 


.4 


1 1 

X X 


D 

. o 


1 Q 1 7ft 1 

X ZJ X J O X 


9 


API 7 ft 04 £ 


API 7 ft 04 £ 
ALU O Uft O 


bUb 


scrof 


L. 


9 9 
z z 


131. 


.2 


1 1 

X X 


o 

. o 


1 R4 1 01 


9 
Z 


API 7 £ ft ft R 


API 0£QQC 

AL IjOooj 


bUS 


scrof 




9 7 
z J 


130. 


.8 


1 1 

X X 


7 


1 £ 7 1 71 
X D /X /X 


9 
Z 


API 7 q ft 7 q 


API OQQTQ 


Sus 


scrof 




94 


. 130. 


.8 


1 1 

X X . 


7 


1 ft QQft R 


9 


API 4 00Q Q 


API 4 o oq q 
ALifi u uy y 


Sus 


scrof 




9 R 

Z D 


130. 


.6 


1 1 

X X 


7 


1 R1 Rftft 


9 
z 


API 0R770 


API Ptc;77Pt 


Sus 


scrof 




9 


130. 


.6 


1 1 

X X 


7 


1 ft 4 ft Q £ 


9 
z 


API 1 7 9 9 q 
M.V_X X Zj Z Z i7 


API 1 OOOQ 

ALllJz z y 


Sus 


scrof 




9 7 


130. 


.2 


1 1 

X X , 


7 


1 1 4 7 7 R 




ART 1 77R7 


Am 1 '3'JC'7 

AdxxJoo / 


Sus 


scrof 


L. 


9ft 
z o 


130, 


.2 


1 1 

X X 


7 


1 7Q£Q 1 

X / i7 D -7 X 


4: 




dAz yobiD 


Pig 


DNA s 




9 Q 


130. 


. 2 


1 1 

X X . 


7 


9 04 17ft 




CCP4 9 7 A 7 ft 
oov^ft Z / ft / o 


AU 4 z / 4 / o 


Sus 


scrof 




7 0 


129. 


, 6 


1 1 

X X . 


cz 

. O 


977R0 
Z / / Jv 


D 


AY£7Rft1 q 
HAD / D O X zj 


A A D / joiy 


Sequence 




7. 1 

»J X 


129. 


, 6 


1 1 


. o 


1 77ft77 


9 


API 7 ft 7ft £ 


API ")Q7QC 

ALlJo /ob 


Sus 


scrof 




7 9 
Zj z 


129. 


.6 


1 1 

X X , 


. D 


1 7A£4£ 
X Z> D Drt D 


9 
z 


API 7 R99 O 
i-iV^X J DZZ U 


API "JCTOOA 


Sus 


scrof 




7 7 
J Zj 


129. 


.6 


1 1 

X X . 


. D 


1 R9R4Q 


9 
z 


API 7 7 Q9 Q 
X J J y Z zJ 


API OOQOQ 

ALU j yz y 


Sus 


scrof 




74 

J fr 


129. 


.6 


1 1 

X X . 


(Z. 


1 ft 7 4 7 1 

lO j4 jl 


9 
Z 


API 7Q7ftft 


APT OOTOO 

AL 1 J o / o o 


Sus 


scrof 




7 R 


129. 


.6 


1 1 

X X . 


cz 

. D 


1 Q 0 1 Q 1 


9 
z 


API 7ft 7ft4 
IJO / O ft 


API OOTQ/I 

ALU o / o 4 


Sus 


scrof 




7fi 


129. 


.4 


1 1 

X X . 


ez 
. o 


1 Rft 77 R 


9 
z 


API 04 4 ft 4 
X U ft ft O ft 


API C\A A Q A 

ALxU4 4o4 


Sus 


scrof 


i_ 


7 7 


129 . 


.2 


1 1 

X X . 


cz. 


1 91 q 7 7 


9 
Z 


API A^q7A 
nL X ft D Z> ft 


API /1/CQO/l 

AL14 by J 4 


Sus 


scrof 




7ft 
z> o 


129 . 


,2 


1 1 

X X . 


cz 

■ Q 


1 R 0 7 O R 


/i 


APfiQ 7/197 
ALUo / ft Z J 


ALUo /4z j 


Sus 


scrof 




7 9 


129 


1 1 

X X , 


(Z 


1 09 7 ft fs 

X UZ O O D 


*± 


APOqi 40A 
iA.^,U -7 X ft U ft 


APAQ1 A C\A 

ALUy 14U4 


Sus 


scrof 


C 


40 


128. 


.8 


11. 


.6 


135508 


2 


AC120215 


AC120215 


Sus 


scrof 


C 


41 


128. 


8 


11. 


.6 


151453 


2 


AC118988 


AC118988 


Sus 


scrof 




42 


128 . 


, 8 


11 . 


.6 


152577 


2 


AC148863 


AC148863 


Sus 


scrof 




43 


128. 


8 


11 . 


.6 


165036 


2 


AC120214 


AC120214 


Sus 


scrof 


c 


44 


128 . 


8 


11 . 


.6 


165619 


2 


AC145444 


AC145444 


Sus 


scrof 


c 


45 


128 . 


8 


11 . 


.6 


169208 


2 


AC130791 


AC130791 


Sus 


scrof 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 



October 11, 2005, 06:09:23 ; Search time 1785.58 Seconds 

(without alignments) 
5030.955 Million cell updates/sec 

US-10-798-678-1 
236 

1 cagcccatacaaggccatgg ttccagcacagcccagccag 236 



Scoring table: I DENTI TY__NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



68479088 



Database 



EST: * 
gb 
gb 
gb 
gb 
gb 
gb 
gb 
gb 
gb_ 



estl : * 
est2 : * 

"htC : * 

est3 : * 

"est 4 : * 

"est 5 : * 
est6 : * 
gssl : * 
gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 





NO. 


Score 


Match Length DB 


ID 


Description 




1 ' 


85 


36.0 


817 


5 


BP171166 


BP171166 BP171166 




2 


60.4 


25.6 


583 


5 


BP231401 


BP231401 BP231401 




3 


58 


24.6 


701 


5 


BP439864 


BP439864 BP439864 




4 


46 


19.5 


560 


5 


BP258784 


BP258784 BP258784 


c 


5 


43.6 


18 .5 


901 


9 


AG076750 


AG076750 Pan trogl 




6 


43 .4 


18.4 


474 


2 


AW984091 


AW984091 RCO-HN0O0 


c 


7 


43 .4 


18.4 


978 


5 


BU957047 


BU957 04 7 AG EN COURT 


c 


8 


40.6 


17.2 


910 


9 


CNS006ON 


AL065629 Drosophil 




9 


39.4 


16.7 


894 


6 


CD389141 


CD389141 AGENCOURT 





1 0 
x vj 


19 4 


l 6 

x o • 


7 


9^7 


Q 

y 


PT.4 7624 0 

V_XJT± ( O^t u 


PT.4 76 24 0 


On 1 Jj Z« J X 


c 


11 




16 




228 


9 




AT.1 99046 


Tp|- t~ 3 OHOTI 
1 C L 1 CI UUUi i. 




X Z. 


19 2 

J «7 . Zi 


16 




692 

U -7 Zi 


q 

-7 


PNC;007WH 


AT.0S0921 

r\±J \J J \J Zf Z. J 


DTnctOTiVii 1 
ui uou^jh x 




1 1 

X J) 


19 2 


16 


. o 


711 

/ J X 


c; 

■j 


RX4 61 ft6S 


RX4 61 ft6 c i 

DAI UlOO J 


RX46 1 ft6R 


c 


1 4 
x *± 


1ft ft 


16 


4 


712 
/ j> z 


9 

£t 


RR790 c i1 1 


RF790R1 1 


601 ^09^1 6 

DUl JOZ JlD 




X J 


1ft ft 

J o . o 


1 6 


4 


1 047 


c. 

Zj 


RH7 17 24ft 

/X / Z. *± O 


RD71 724ft 
□ y /X / z» *± o 


APPMPHT TPT 




1 c 
X D 


1ft ft 


1 6 

X D . 


4 


1 199 
±jyy 


o 


PR694 4 07 


PR6 94 4 07 


icLI aUUtjIl 




17 


38 . 6 


16 . 


, 4 


682 


5 


BOO 19 1ft 0 


R00191A 0 


T TT _H-DT1 - 
ui n u i x 




1 ft 

X o 


1ft 2 

JO • <i 


16 


2 


1110 

X X «J) vj 


0 


RR9 09 14 4 


RF9 09 14 4 


601 499799 

0\J-L*±-/-/ 1 £*Zf 


Q 


19 


38 


16 , 


. 1 


7ft7 


9 


Afil 67ft64 


API 67ft64 






20 

Zi \J 


1ft 


16 


, i 


966 


Q 

z? 


rw c ;o2RAn 

v_l.v J \J £, XVrlO 


AT, 2 10117 

rt.XJZ>X\VO»J / 


Tot - r*ar^r^on 




21 


37 . 8 


16 


. 0 


671 


8 


RH9 9 7 9ft 1 

Oil J J 1 J O X 


LD l \ ZJ Z> I JOX 


npnfi Q 0 9 
ucy d y a uz . 


Q 


22 


37 . 8 


16 . 


. 0 


1004 


9 


AG2761S7 


AP2 76 1S7 


Mi i q mi i g i 


(~> 


21 
z. ~j 


17 ft 


1 6 

X VJ 


n 

. \j 


1201 

X Z> VJ X 


Q 


PM^OI 6P1 


AT.l 06RRR 


JJx (jbupnx ± 




24 

Z. rt 


17 ft 


1 6 

X D , 


0 
. vj 


1 279 


Q 

2? 


7\r;0 7 1 R2 7 


AP07 ^ R07 


fan iruyi 




2 R 

Z, O 


17 6 


X Zj . 


Q 
. Z> 


91 0 

-7 X U 


Q 
-? 




AT n^c;^9 Q 


jjx o s opn 1 1 




26 


17 4 


x zj • 


Q 

. o 


79ft 




RM04 9 4 6 0 


RM04 9 4^0 
£51 v lVJ*i Z4DU 


DUjO lOZ^Z 




27 


17 4 


1 R 

X «J . 


a 

. o 


ft 92 

O y Z 


-> 


RD4 2ft 47 9 


RP4 2ft 4 79 


A PPM POT TDT 




2ft 

z< o 


17 4 


x u , 


D 
. o 


94 1 


Q 

ZJ 


afi07 0 R4 7 


M.VjU / U J 


Iran croyi 




zi j? 


17 2 

J / . z 


X _J . 


Q 
. o 


67R 

o / Zj 


4 


RfI76R09 7 


RP76R097 
oVjj / D D \J -7 / 


Dvjz / Z> I O Ly 


Q 


3 0 


37.2 


15 


. 8 


700 


4 


RT 761 797 

o ± / ox / ^ / 


dt 7^1 7 q 7 

D± / DX / ^ / 


60^046791 
dvjjVJ'iD / y X 


Q 


31 


37 . 2 


15 


Q 
. o 


Rift 

O X o 


4 


RT4 R9466 

OX1 J^IDD 


RT4R9466 


60^9 004 Rft 

DVJ.J'Z.VJVJ^iDO 


q 


32 


37 . 2 


15 


Q 
. o 


907 

y vj 1 


u 


PRft 9ft 96 ft 


PRft 9ft 96ft 


L.X ILUlDAl 


Q 


33 


37 . 2 


15 


« 
• o 


907 


7 


fPft6ftft 6ft 
\~r o o o o o o 


PPft 6ft ft6ft 


LI ItulDAl 


Q 


34 


37 . 2 


15 . 


. 8 


944 


2 


RF1 Oft 727 


RP1 Oft 727 

Dr jUO / Z. / 


601 ftq0099 

DVJXO-7VjVjiiZ 


Q 


1R 


17 


X «J ■ 


7 


176 


i 

X 


AT 4 6 c 17ft 2 

ril *± D Zj / O Zi 


A T4 £R7ft 9 


vvjy /eiu . y 




16 


17 
j / 


X J . 


7 


4 61 

*± D X 


Q 

o 


IW^O T^J JJ 


aao 4 q o c o 


XirlRU r VI 1 




37 


37 


15 . 


7 


64 1 


• 4 


RT SS94 11 


RT R R 94 7 1 


60^9^9q9^ 
DVJjzOz. i?Zo 


Q 


18 


17 


X «J> . 


7 


671 


u 


RY74 964 7 


RV74 q £.4 7 


RV74 Q ^ A "7 




1 Q 


77 


1 c 
X O . 


7 


71 1 




D^U Zi O / O 


oyUzo 4 / o 


T T T T_I r*if~\ A 

U 1 -ri-LUU - 




40 


37 


15. 


. 7 


935 


9 


CNS006XK 


AL066051 


Drosophil 


C 


41 


37 


15. 


. 7 


1557 


9 


CL508746 


CL508746 


SAIL_802 


c 


42 


37 


15. 


, 7 


1630 


2 


BE421606 


BE421606 


HWMOllcG. 


c 


43 


36.8 


15. 


.6 


1063 


4 


BG809643 


BG809643 


mgctOOlxd 


c 


44 


36.8 


15. 


.6 


1121 


9 


AG072392 


AG072392 


Pan trogl 




45 


36.6 


15. 


.5 


297 


5 


BY219454 


BY219454 


BY219454 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



October 11, 2005, 06:09:23 ; Search time 1785.58 Seconds 

(without alignments) 
5030.955 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-798-678-1 
236 

1 cagcccatacaaggccatgg ttccagcacagcccagccag 236 



Scoring table: 



I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



34239544 seqs, 19032134700 residues 



Total number of hits satisfying chosen parameters: 68479088 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : EST:* 



1 


gb_estl : 


★ 


2 


gb_est2 : 


★ 


3 


gb__htc: * 




4 


gb_est3 : 


★ 


5 


gb_est4 : 


★ 


6 


gb_est5 : 


★ 


7 


gb_est6 : 


★ 


8 


gb_gssl : 


* 


9 


gb_gss2 : 


★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

o, 
o 



Result Query 





NO. 


Score 


Match Length DB 


ID 


Description 




1 


85 


36.0 


817 


5 


BP171166 


BP171166 BP171166 




2 


60.4 


25.6 


583 


5 


BP231401 


BP231401 BP231401 




3 


58 


24.6 


701 


5 


BP439864 


BP439864 BP439864 




4 


46 


19.5 


560 


5 


BP258784 


BP258784 BP258784 


c 


5 


43 .6 


18.5 


901 


9 


AG076750 


AG076750 Pan trogl 




6 


43 .4 


18 .4 


474 


2 


AW984091 


AW984091 RC0-HN000 


c 


7 


43 .4 


18 .4 


978 


5 


BU957047 


BU957047 AGENCOURT 


c 


8 


40.6 


17.2 


910 


9 


CNS006ON 


AL065629 Drosophil 




9 


39.4 


16.7 


894 


6 


CD389141 


CD389141 AGENCOURT 



c 


T, A 


*5 A yl 

3 9.4 


16 


. 7 


957 


9 


CL47624 0 


PT >l T /" A yl A 

CL4 7624 0 


SAIL 251 


c 


1 1 


TO a 

j y . z 


16 


. 6 


a a 0 
228 


A 

y 


LJNJ b 0 2 1 K. i 


ALiiy y04b 


Tetraodon 


c 


12 


TQ A 

j y . z 


lb 


. b 


by2 


Q 

9 


LNbOO /WH 


AT ACAAAO 

Ali050y2 J 


Drosophil 




1 J 


1 Q A 

j y . 2 


1 n 

lb 


. b 


/J 1 


5 


rJA4blob5 


BX461865 


r-> -vr /l /T 1 Arc 

Ba4 618 6 5 


c 


1 A 

14 


1 o o 
JO.O 


16 


. 4 


732 


2 


DPT O A C ~] 1 

BE790511 


n ta An t 

BE790511 


/■ Ai i- n at t /*■ 

601582516 




lb 


O Q Q 


lb 


. 4 


1 a a "j 
1047 


5 


DAT 1 *7 A /I O 

BQ71724 0 


T~>/AT 1 T A yl O 

BQ717248 


AG EN COURT 




lo • 


3o.o 


16 


. 4 


1 "3 A O 

. 1 J y y 


J 


OA A /I yl A ""7 

LR694407 


CR6944 07 


Tetraodon 




1 / 


Jo . o 


lb 


vl 

. 4 


bo2 


5 


DAA T A T 0 A 

Byoiy lo 0 


nArt T A T O A 

BQ019180 


T T T TT T~\rp T 

UI -H-DT1 - 




18 


-> n a 

38.2 


16 


. 2 


1130 


2 


BE909344 


BE909344 


601499729 


c 


. iy 


o o 
Jo 


16 


. 1 


787 


9 


AG167864 


AG167864 


Pan trogl 




a a 


38 


16 


. 1 


966 


9 


CNS02RAG 


AL210337 


Tetraodon 




2 1 


J7 . 8 


16 




b7 1 


0 
0 


BHy y 7yo 1 


nn a ah a n 1 

BH99798 1 


oeg69a02 . 


c 


zz 


J / . O 


lb 


. U 


1 A A /I 

1 UU4 


A 

y 


Ab2 7 6 J 57 


AOAT/TO ITT 

AG276J57 


Mus muscu 


c 


a o 


J7 . 8 


16 , 


p, 

. 0 


12 01 


9 


CNS016C1 


AL106555 


Drosophil 


c 


A /I 

24 


J7 . 8 


T (Z 

16 . 


p, 

. 0 


12 72 


9 


AOATT [TAT 

AG073527 


AG073527 


Pan trogl 




a cr 


OA (Z 

J7 . 6 


15 . 


. y 


ATA 

910 


9 


CNS006ON 


AL065629 


Drosophil 




Z D 


J / . 4 


15 . 


o 

. o 


7y b 


4 


HMIA/I A/1 f A 

BIVI042460 


BM042460 


/""A~>/""T rAAA 

603616292 




Z / 


in a 
J / . 4 


15 . 


Q 

. o 


Q Q O 

0 y 2 


r- 

5 


By4 2o4 /y 


DP A AO A ""7 A 

BQ4 2 84 79 


AGENCOURT 




28 


J7 . 4 


15 . 


o 
. o 


94 1 


0 
9 


7\ /~i AT AC / 1 

AG070543 


AGO 7 054 3 


Pan trogl 


c 


2 y 


o a a 
J / . 2 


15 . 


o 

. 8 


1 cr 

675 


4 


DPTf C AAT 

BG765097 


BG765097 


602737519 


c 


J U 


O *7 A 

J / . 2 


15 . 


Q 

. o 


/ 00 


4 


nnf 1 TAT 

bi /6i /y / 


BI761797 


603 046791 


c 


J 1 


on A 

J / . 2 


15 . 


Q 

. o 


0 lo 


4 


B145y466 


OT /| r Ay| f f~ 

BI459466 


A 1 A A A /l r A 

603200458 


c 


"3 A 


O "7 A 

J / . 2 


15 . 


o 
. 8 


OAT 

907 


6 


/"li"^ 0 A O A C O 

LB898968 


CB898968 


tric016xl 


c 




OA A 

J / . 2 


15 . 


o 

. 8 


A A T 

907 


7 


CF868868 


CF868868 


tric016xl 


c 


J4 


0 TP a 
J / . Z 


15 . 


Q 

. o 


A /l /I 

y 4 4 


A 

2 


Br J Oo /2 / 


nm a a in 

BF3 08727 


601890022 


c 


J b 


J / 


T IT 

15 . 


T 

, 7 


n -7 /- 

J76 


1 


AI465782 


AI465782 


vw97el0 . y 




Jo 


J / 


15 . 


*7 

. / 


4 61 


O 
O 


Ay 8 4 y j 5 J 


AQ849353 


T ft Vf TV ^ T"l T T ^ T 

LMAJFV1 1 




J / 


O "7 
J / 


1 5 . 


-7 

, / 


64 J 


A 

4 


B155y4Jl 


BI559431 


603252926 


c 


O Q 
J O 


0 7 
J / 


1 5 . 


A 


b / J 


6 


B i / 4 y 64 / 


DVT / A/*" /I T 

BY749647 


BY74 9647 


c 


J y 


J7 


T IT 

15 . 


, 7 


711 


5 


BQ028478 


BQ028478 


UI -H-CO0- 




40 


37 


15. 


, 7 


935 


9 


CNS006XK 


AL066051 


Drosophil 


c 


41 


37 


15. 


.7 


1557 


9 


CL508746 


CL508746 


SAIL 802 


c 


42 


37 


15. 


,7 


1630 


2 


BE421606 


BE421606 


HWMOllcG. 


c 


43 


36.8 


15. 


. 6 


1063 


4 


BG809643 


BG809643 


mgctOOlxd 


c 


44 


36.8 


15. 


6 


1121 


9 


AG072392 


AG072392 


Pan trogl 




45 


36.6 


15. 


5 


297 


5 


BY219454 


BY219454 


BY219454 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



October 11, 2005, 06:09:25 ; Search time 679.618 Seconds 

( wi t hout a 1 ignmen t s ) 
2418.567 Million cell updates/ 

US-10-798-678-1 
236 

1 cagcccatacaaggccatgg ttccagcacagcccagccag 236 



Scoring table: I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



8443130 seqs, 3482420727 residues 



16886260 



Total number of hits satisfying . chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -process ing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB . seq 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB . seq : * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB.seq:* 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB . seq : * 

• 10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB . seq-: 

11: /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: 

12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 

13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq 

14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB. seq 

15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB. seq 

16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq 

17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq 

18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq 

19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB . seq 

20 : /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB. seq 

21 : /cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB. seq 

22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB.seq:* 

23 : /cgn2_6/ptodata/2/pubpna/USHA_PUBCOMB.seq: 

24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB. seq 

25 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB . seq 

26: / cgn2_6 /p t oda t a / 2 /pubpna /US 6 0_PUBCOMB . s eq 



Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 





NO 


Score 


Match Length DB 




Description 




1 

JL 


236 


' 100 


. 0 


236 


20 


TTC-1 0-7Qft-£7ft-1 
UO x U / yo D / o x 


Sequence 


1, Appli 




O 
Z 


122 


.8 


52 


.0 


655 


15 


T TC - 1 0-1 R£-£.04-1 ft 
UO XU XDO OU*± lO 


Sequence 


18, Appl 






89 


.2 


37 


.8 


591 


17 


Uj 1U 14 3 /jo Ox 


Sequence 


61, Appl 




4 


89 


.2 


37 


.8 


591 


21 


I TC - 1 0-Qfi4-R7£.-fi1 


Sequence 


61, Appl 






87 


.8 


3.7 


.2 


4101 


21 


I TC - 1 0-499-Q01 -ft 

\JO XU *±J7Z j/UX O 


Sequence 


8, Appli 






80 


33 


. 9 


4476 


10 


ITQ-OQ-ftAR-ai £-71 


Sequence 


31, Appl 




7 


76 


. 6 


32 


. 5 


365 


17 


T TO _ 1 0_1 4Q_77C_Q7 
UO XU Xrt.7 - / OO -/J 


Sequence 


93, Appl 




3 


76 


.6 


32 


.5 


365 


21 


UO Xu _/01 JOO J ~j 


Sequence 


93, Appl 




Q 

y 


76 


.6 


32 


. 5 


951 


17 


T TC - 1 0-1 4Q-77A-Q9 
UO XU -Lri.7 / oo - .7Z■ 


Sequence 


92, Appl 




1 0 

X V 


76 


.6 


32 


.5 


951 


21 


T TC- 1 0-Q£4-R7£-Q9 
uo x u - ?oi JjD _/Z 


Sequence 


92, Appl 




1 1 


76 


.6 


32 


. 5 


955 


10 


TIC-0Q-ft4R-41 fi-OA 

UD U-? 0*±D riXO zO 


Sequence 


26, Appl 




J. z 


76 


.6 


32 


.5 


4414 


10 


Uo U.? 0'±D i ±xO-Oz 


Sequence 


32, Appl 




13 


76 


.6 


32 


.5 


4498 


10 


TjQ-nQ-ft4 c ;-4i £ - 7 o 


Sequence 


30, Appl 




14 


76 


.6 


32 


.5 


4825 


10 


TTC-0Q-ft4R-41 £ -9Q 

UO U-z OrtD ^xxO Z-/ 


Sequence 


29, Appl 




•1 R 


76 


.6 


32 


.5 


4966 


10 


TTC-0Q-ft4R-41 A - 9 ft 


Sequence 


28, Appl 




1 

X D 


76 


. 6 


32 


.5 


5149 


10 


TTC OQ QAc: /lie on 


Sequence 


27, Appl 




1 7 


73 


.6 


31. 


.2 


1437 


9 


TTC HQ qoc; 7no CC 


Sequence 56, Appl 




1 ft 

X o 


73 


. 6 


31. 


.2 


1437 


10 


TTC-OQ Q9<; 709 


Sequence 


56, Appl 


c 


X .7 


49 


.2 


20, 


.8 


8147 


15 


TTQ in 'ill Zl R R A n O 


Sequence 


4 02, App 




90 
z w 


42 


.6 


18 . 


. 1 


8147 


15 


TTQ in 711 /ICC ACil 


Sequence 


401, App 


c* 
L. 


Z X 


38 


.6 


16. 


.4 


1143 


17 


TTC in ICQ /t QO Ol CTJ 


Sequence 


31533, A 




z z 


37 


.8 


16. 


.0 


596 


13 


TTC in f T) 1 iTQOQ 

Uo - ± U - Uz / -bjz-lbobzy 


Sequence 


168629, 




9 7 
z o 


37 


. 8 


16. 


. 0 


596 


17 


TTC in A07 CJO 1 /TOrOQ 

Uo-lU-Uz /-boz-xooozy 


Sequence 


168629, 




94 

Z 1 


37 


.4 


15. 


.8 


1404 


22 


ttc in Acn n ex oqqco 


Sequence 


29957, A 




z J 


37 


15. 


.7 


35156 


19 


TTC -10 799 9ft1 4n4 
UOXU-JZZ "ZOl 4U'l 


Sequence 


4 04, App 


/-I 

L. 


9 £ 
z o 


36 


.6 


15. 


. 5 


526 


20 


t tc i n yioc i i c i tto/^/ 
Uo - 1 U -4z o - x 1 D - 1 / /zU4 


' Sequence 


177204, 


I— 


9 7 
z / 


36 


.2 


15, 


.3 


617 


13 


ttc in noo cio m/ic/n 
Uo-±U-Uz / -dJz-1U4d4 / 


Sequence 


104647, 


r* 

v— 


9ft 
z o 


36 


.2 


15. 


.3 


617 


17 


ttc in noo zroo in/icyn 
Uo - 1 U - Uz /-oJz-xU4b4 / 


Sequence 


104647, 




99 

z J/ 


35 


.8 


15. 


.2 


581 


20 


TTC-in 4 0 R 1 1 c qoaqi 
Uo-xU-4zO-xxO-yo4ox 


Sequence 


93481, A 


c 




35 


.8 


15. 


.2 


774 


13 


ttc in noi coo i i rm 
uo-xu-uz / -bjz-iiu / / 


Sequence 


11077, A 


r~< 


7 1 

J> X 


35 


.8 


15. 


.2 


774 


17 


ttc i n no*7 coo i i c\nn 
Uo-lU-Uz / -DJz-ilU / / 


Sequence 


11077, A 


r* 
\- 


79 
o z 


35 


.8 


15. 


.2 


1320 


17 


TTC in OQO 1 O O A OQ101 

Uo-xU-zoz- IzzA-z o / z 1 


Sequence 


28721, A 




33 


35 


.6 


15. 


. 1 


1800 


17 


U^- 10 -0 94 -749-1 79ft 


Sequence 


1328, Ap 




34 


35 


.6 


15. 


.1 


1893 


20 


US-10-723-860-3581 


Sequence 


3581, Ap 




35 


35 


.6 


15. 


.1 


1893 


22 


US-10-756-149-3464 


Sequence 


3464, Ap 


c 


36 


35 


.6 


15. 


.1 


2133 


18 


US-10-363-616-145 


Sequence 


14 5, App 




37 


35 


.6 


15. 


. 1 


2214 


20 


US-10-723-860-7550 


Sequence 


7550, Ap 




38 


35 


.2 


14 . 


9 


1248 


19 


US-10-437-963-95459 


Sequence 


95459, A 


c 


39 


35 


14 . 


8 


445 


20 


US-10-372-917-4 


Sequence 


4, Appli 


c 


40 


35 


14 . 


8 


448 


20 


US-10-372-917-1 


Sequence 


1, Appli 




41 


35 


14 . 


8 


1308 


9 


US-09-730-772-12 


Sequence 12, Appl 




42 


35 


14 . 


8 


1308 


9 


US-09-735-849-12 


Sequence 12, Appl 




43 


35 


14 . 


8 


1308 


10 


US-09-825-751A-84 


Sequence 


84, Appl 




44 


35 


14 . 


8 


1308 


10 


US-09-574-819-12 


Sequence 


12, Appl 




45 


35 


14 . 


8 


1308 


16 


■ US-10-379-830-12 


Sequence 


12, Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



October 11, 2005, 06:09:25 ; Search time 64.7843 Seconds 

{without alignments) 
5960.722 Million cell updates/sec 

US-10-798-678-1 
236 

1 cagcccatacaaggccatgg ttccagcacagcccagccag 236 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2405568 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4: /cgn2 6/ptodata/l/ ina/6B COMB. seq:* 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


76 


6 


32 


5 


1361 


1 


US- 


08 


-530 


-529 


-1 


' Sequence 1, Appli 


2 


76 


6 


32 


5 


1361 


3 


us- 


09 


-119 


-264 


-1 


Sequence 1, Appli 


3 


76 


6 


32 


5 


3364 


2 


us- 


08 


-735 


-609 


-9 


Sequence 9, Appli 


4 


76 


6 


32 


5 


3364 


2 


us- 


•08 


-735 


-609 


-9 


Sequence 9, Appli 


5 


76 


6 


32 


5 


3364 


3 


us- 


09 


-315 


-372 


-9 


Sequence 9, Appli 


6 


76 


6 


32 


5 


3364 


3 


us- 


09 


-244 


-752 


-9 


Sequence 9, Appli 


7 


76 


6 


32 


5 


3364 


3 


us- 


09 


-245 


-497 


-9 


Sequence 9, Appli 


8 


76 


6 


32 


5 


3364 


3 


us- 


09 


-562 


-919 


-9 


Sequence 9, Appli 


9 


39 


6 


16 


8 


1335 


4 


us- 


09 


-949 


-016 


-3466 


Sequence 3466, Ap 


10 


39 


6 


16 


'8 


44096 


4 


us- 


09 


-949 


-016 


-15208 


Sequence 152 08, A 


11 


39 


6 


16 


8 


81585 


4 


us- 


09 


-949 


-016 


-15427 


Sequence 15427, A 



c 


1 9 
Iz 


37 


lb 


. / 


iy Id / 


A 

4 


TIC AO QAQ A 1 C 191/19 

Uo-uy-y4y-uib-ioi4z 


Sequence 


13142, A 


c 


1 9 


36 


.6 


1 b 


c 
. D 


i q n £ 
loUb 


A 

4 


TIC AO OCO qqi a 1 1 9 tr A 

ub - u y - z bz - y y ia- i izbu 


Sequence 


11250, A 




1 id 
1 4 


36 


.6 


1 c: 
1 D 


c 
. D 


J 14 1 


A 

4 


TIC AQ OCO Q Q 1 A. 1AQ99 

ub-uy-zbz- y y ia- iuyo / 


Sequence 


10937, A 




lb 


36 


15 


-> 

. 3 


251 


4 


Ub-Qy-3 13 -2 94A-3 512 


Sequence 


3512, Ap 




ID 


36 


1 c 
ID 


-5 


O /I 1 A 

oo4 14 


4 


T TC? .AO Q/tQ A "1 /T 1 /I C 

Ub-Uy -94 y -016-1234 5 


Sequence 


12345, A 




1 n 
1 / 


36 


1 

1 D 


9 

. b 


Q d A 1 A 
O D4 14 


A 

4 


T TC AQ Q/l Q A 1 C 1 CTCQ 

ub -uy-y4y-uib-ib /bo 


Sequence 


15758, A 




1 Q 


35 


.8 


1 R 
1 D 


9 
. Z 


a a a n c c 
44 Ub tOO 




TTC AQ 1A9 Q/1AA 9 

Ub-(jy-lUo -o4UA-z 


Sequence 2, Appli 




1 Q 

i y 


35 


. 8 


1 CZ. 
1 b 


9 

. z 


A A 1 1 OQ 

4 4 1 idz y 


0 


TTC AQ 1 A O O /t A A T 

Ub-Uy-lUo-o4UA-*l 


Sequence 1 , Appl i 




o a 
z u 


34 


.8 


1 A 
14 


. / 


1 7 a a a q 
ib4 uuo 


4 


T TC AQ Q/l Q A 1 £T 1 OO/t 1 

ub-uy-y4y-uib-ioo4i 


Sequence 


13841, A 




9 1 
Z 1 


34 


.6 


1 /l 
14 


• / 


1 Iz 114 


4 


TTC AQ Q/1Q AT/T 1 *7 1 Q O 

Ub- uy - y4 y-Olo-l/zyz 


Sequence 


1 *7 1 Q O A 

17zyz, A 




0 9 
ZZ 


34 


."6 


1 A 
14 


. / 




A 

4 


T TC AQ Q/lQ f\1 C 1 1 O Q A 

ub-uy-y4y-uib-iioy4 


Sequence 


11894, A 


c 


Z J 


34 


.4 


1 4 . 


. D 


1 9A n 

1Z4 / 


9 
Z 


TTC AQ "799 QTA 9 

Ub - U 0 - / /o-o / U _ Z 


Sequence 


2 , Appl i 


c 


9 A 
Z 


34 


1 A 
14 


A 
. 4 


1 n Q 1 c: Q 

1 u y 1 d y 


/i 
4 


TTC AQ QAQ A1^ 1 A 1 C Q 

Ub-uy-y4y-uib-i4iby 


Sequence 


14169, A 


c 


9 

Z 3 


34 




. 4 


1 fiQi cr q 

1 u y 1 by 


4 


T TC AQ Q/lQ AT£T 1 A 1 ""7 A 

Ub-uy-y4y-uib-i4i / u 


Sequence 


14170, A 


c 


9 C 
Z^ D 


33 


.6 


14 


. z 


loo 1 


4 


TTC AQ An O /- r r r n f) 

Ub -0y-0z3-b55-57y 


Sequence 


b / y , App 




9 *7 
Z / 


33 


.6 


14 . 


. z 


/I A /I O 

4 U4o 


A 

4 


T TC AQ d"! r- O /I 

Ub-0y-y/b-5y4 -1053 


Sequence 


1 U 5 3 , Ap 


c 


9 Q 
Z O 


33 


.4 


14 , 


. z 


1 A 9 c: 

1 UJ b 


4 


TTC AQ QA9 C /I A Q £T /I 

Ub-Uy-yUz-b4U-ybb4 


Sequence 


9664, Ap 


c 


Z ^ 


33 


.4 . 


1 *i , 


9 

. z 


9 £ 9 n * 
b bz u 


4 


TTC AQ A1C A9A 1 A CZ C 

ub-uy-uib-4o4-iubb 


Sequence 


1055, Ap 


c 




33 


.4 


1 A 
14 . 


. z 


ion 

O DZ U 


4 


T TC AQ AOO rcc O/CO 

Ub-uy-Uzo-bbb-obz 


Sequence 


862, App 


c 


9 i 


33 


. 4 


1 A 
14 . 


0 

. z 


1 A 9 9 a 

14 jj U 


4 


TTC AQ QAO C A A TAAQ 

ub-uy-yuz-b4u-iuuy 


sequence 


1 A A Q 7Ar>> 

i u u y , Ap 




7 9 
OZ 


33 


.4 


1 A 
14 . 


. z 


A A 1 9 A 
4 4 IZ U 


A 
4 


TTC AQ Q/1 Q A1£T 1 / 1 ci 

Ub-uy-y4y-uib-i4ibi 


Sequence 


14151, A 




bo 


33 


.4 


1 A 
14 , 


. Z 


A A 1 9 n 
4 4 IZ U 


4 


TTC AQ Q/1 Q A1 f i/ii en 

Ub-uy~y4y-uib-i4ibz 


Sequence 


14152, A 




94 
O 1 


33 


. 4 


1 4 

X r± . 


9 
. z 


A A 1 9 a 




TTC HQ QAQ m C 1A1c:9 

uouyy4y-uib-i4iDo 


Sequence 


14153, A 




O 3 


33 


.4 


1 A 
14 . 


9 
Z 


A A 1 9 A 
4 4 IZ U 


A 

4 


T TC AQ Q/l Q A1£ 1/11R/1 

Ub-uy-y4y-uib-i4ib4 


Sequence 


14154, A 




9£ 


33 


.4 


1 A 
14 . 


9 

z 


A A 1 9 A 
4 4 IZ U 


4 


TTC AQ Q/l Q r\l £Z 1 / 1 CC 

Ub-uy-y4y-uib-i4ibb 


Sequence 


14155, A 




J / 


33 


.4 


1 A 
14 . 


9 
, Z 


A A 1 9 A 
4 4 Iz U 


A 

4 


TTC AQ Q/l O A"l/T 1 A ~l C £ 

Ub-uy-y4y-uib-i4ibb 


Sequence 


14156, A 




J O 


33 


.2 


1 A 
14 . 


. 1 


z y lb 


4 


TTC AQ O/lO TQ/TA C /I O O 

Ub -Uy-z4o - /ybA-b4zo 


Sequence 


5428, Ap 


Q 


39 


33 


14 


0 


0 0 0 X 


A 


UO w U-7 -? i ±2/ U±D l / QUO 


Sequence 


17608, A 




40 


32 


.8 


13. 


. 9 


14 92 


3 


US-09-657-042A-10 


Sequence 


10, Appl 




41 


32 


.8 


13. 


9 


3370 


1 


US-08-060-822A-5 


Sequence 


5, Appli 




42 


32 


.8 


13. 


9 


3370 


5 


PCT-US94-05257-5 


Sequence 


5, Appli 


c 


43 


32 


.8 


13. 


9 


3508 


4 


US-09-312-762A-1 


Sequence 


1, Appli 


c 


44 


32 


.8 


13. 


9 


28493 


4 


US-09-902-540-1241 


Sequence 


1241, Ap 


c 


45 


32 


.6 


13. 


8 


19091 


4 


US-09-949-016-15805 


Sequence 


15805, A 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



October 11, 2005, 06:09:23 ; Search time 209.624 Seconds 

(without alignments) 
6664.609 Million cell updates/sec 

US-10-798-678-1 
236 

1 cagcccatacaaggccatgg ttccagcacagcccagccag 236 

I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



8780412 



Post -process ing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database 



N_Geneseq_16Dec04 : 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : 

5 : geneseqn2 001bs : 

6 : geneseqn2002as : 

7 : geneseqn2002bs : 

8 : geneseqn2003as : 

9 : geneseqn2003bs : 

10 : geneseqn2003cs 

11 : geneseqn2 003ds 

12 : geneseqn2004as 

13 : geneseqn2004bs 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the- score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 



NO. 


Score 


Match 


Length DB ID 


Description 


1 


235.6 


99.8 


236 13 ADS13172 


Adsl3172 Porcine c 


2 


127.6 


54 . 1 


2903 6 AAL44608 


Aal44608 Human mus 


3 


122 .8 


52.0 


655 8 ABZ20800 


Abz20800 Murine MC 


4 


101 .6 


43. 1 


377 6 AAL44614 


Aal44 614 Human mus 





D 


91 


.4 


7 Q 
JO 


9 


1 6ft9 
X Do Z 


D 


ftZiT.4 461 6 
/iHJj'i ft b X b 


A.al44616 Dai - mi iopI 
HciXfiftOXO Kd U lllUbL-X 




C 
D 


89 


.2 


7 7 
J / 


Q 
. O 


CO A 


O 


ARWft 9 H 1 Q 
ADi\0 Z Uiy 


7± "K V Q9H1 Q Pro - h i no 
HXJKoZUX? L.X ca U XI ltr 




7 


87 


.8 


77 


9 
. z 


4101 

fx X VJ X 


Q 
O 


APP47QQ7 


Ar , r , 47QQ7 MnnQP mnQ 
rav_^f± / j y j nuuoc tuuio 




p 
o 


80 


7 7 


Q 


A A 76 

4 4 / D 


O 


aan779RQ 


Aar^779RQ cc; 
ndUj / Zj3 HUcIlU abb 




Q 


79 
/ y 


6 


jj 


. / 


766 
jDD 


D 


7\7\T A4699 
A/\Xjfl ft bZ Z 


Aral44699 Pat- mncrl 
H.d.XfiftbZZ Ka L IllUbCX 




1 0 


76 

/ D 


. D 


7 9 
Jz 


c: 
. O 


76R 

JO J 


D 


ADVQ 9 HR 1 
HD1S.O Z UD X 


/ujkozuji riouse IXIUS 




1 1 


76 


6 

- D 


79 
JZ 


. D 


76R 

joj 


£T 

O 


A7\T 446H6 
AB.Xjft ft b u b 


HaXftftbUb riuxxne mu 




1 9 
x z 


76 


. D 


79 
J z 


. D 


R76 
J / D 


D 


a AT, 44 609 


Aal 44609 Mtiy*"! th-s MC* 
H.d X ft ft bUZ 1 V 1UI lllc rlVw. 




1 7 


76 


6 


7 9 
JZ 


c 

. 9 


J D X 


£T 

D 


ADVQ 9 A C f| 
i^.J3 i\o Z U D U 


ADKozUDU FiOUSe muS 




14 


76 
/ D 


C 
. D 


1 7 
JZ 


cr 
. D 


QC1 

y o i 


c, 

D 


AAljflfibUc) 


Aal44605 Murine mu 




1 R 


76 


. D 


7 9 

Jz 


cr 
. _> 


Qcir 
J J J 


D 


AAUj / Z D ft 


AdOJ /Zb4 AuenO-dSS 




1 £Z 
lb 


76 


6 


9 7 

Jz 


IT 

. D 


1 1 Z 1 


b 


AAJjfi ft D U j 


Aaifi4bUJ murine 




x / 


76 


6 


7 9 

JZ 


c 
. D 


1 967 
X Z D j 


b 


A AT 446H4 
-HufAXift ft O U ft 


Aal A A CZ C\ A Mi l-r-i no M/^ 1 
Hal44bU4 l v lUiiric l y lK- 




1 ft 
lo 


76 


.6 


7 9 
OZ 


c 
. O 


1 7 6 1 
1 jbi 


Z 


A a 1 6QQ 


AdLbibyo Mouse uius 




1 Q 

1 y 


76 


.6 


7 9 
Jz 


R 
. 9 


J J J / 


b 


AAT /I 4 CQC 

AAljflft DyD 


Aai44Dyb murine mu 




9 0 
z u 


76 


.6 


79 
J6 


C 
. 9 


7 7 64 
j j o*± 


9 
z 


Zi a\7H7 9 6 6 
HHVU / z b b 


2\anrn7766 IWn o n 1 a r~* -r~ 

Hd.vu/zbb I'Juscic cr 




Z X 


76 


.6 


79 
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cr 
. D 
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b 


a a.n7 7 9 6 n 

•H-H.LO / Z b U 


HaQj /ZoU AUenO-aSS 




9 9 
z z 


76 


.6 


79 

■J) z . 


cr 

. D 


4 4 Qft 


D 


a A.n779Rft 


Zi a H 7 7 9 R ft TS. r\c±r\t~\ _ a c? o 
HdUj /ZjO HUcIlO abb 




9 7 

Z J 


76 


.6 


7 9 
JZ 


cr 
. D 


A ft 9 R 
*± OZ D 


b 


AHUj /ZD/ 


AdQo /zo / Aaeno-dSS 




9 4 
Z 4 


76 


. 6 


7 9 
JZ 


cr 
. D 


4 y dd 


b 


AAJJ J / Z J b 


AdUJ /ZDD AQenO-dSS 




9 R 

Z 3 


76 


.6 


7 9 
JZ 


cr 
. D 




b 


a Z\H7 7 9 R R 


Adaj / zDD Aaeno-dSS 




9 6 

Z D 


73 


.6 


7 1 
J X 


9 
. Z 


14 7 7 

It J / 


o 
~> 


A Al?1 ft 07 7 


AdiioUj / Xjung Cane 




97 
z / 


49 


.2 


9 n 

Z U 


o 

. o 


ft 1 4 7 
O X ft / 


b 


A RT 7 9 4 9 Q 
i^-Dlj J Z ft Z y 


ADi jzftzy riuman imm 




9 ft 
Z O 


44 


i ft 


(Z 
. D 


ft 7 


b 


AAT 4461 R 
Art.Xjfi ft b 1 D 


Aai44biD riuman mus 




9 Q 
z 


42 


.6 


1 ft 
lo 


. X 


ft 1 4 7 
o X ft / 


(Z 

b 


A "PT 7 9 4 9 ft 
ADXjJZfl Z O 


hjjijz4zo Human imm 


c 


7 o 

J u 


38 


.6 


1 6 

ID 


, ft 


114 7 
X X ft j 


1 7 
X J 


a nc R R Q R Q 


Ausbbooy bacceriai 




7 i 

o X 


37 


.8 


1 6 
x o . 




9977 
z z / / 


A 


a A W"ft9 1 QR 


AdKo z i y d nunidn imm 




72 


37 


. 4 


1 R 


Q 
■ o 


14 04 


R 
J 


AA<^Q4 1 R7 




L. 


7 7 

J J 


37 


1 R 
X D 


. / 


7 R 1 R 6 
jjIjo 


1 1 
XO 


A Dn"} 9 9 9 Q 

adjjj j jzy 


HjOQjjjjzy Human can 


r~> 


74 
j ft 


36 


.6 


1 R 
X O 


. 9 


i ft n 6 

X O U D 


1 1 
X X 


anm 964 6 
>idjjx z b ft b 


Ajbdl264 6 Pseudomon 




7 R 


36 


.6 


1 R 
X D 


R 


7 14 1 
J It 1 


1 1 
X X 


npni 9 7 7 7 


AXjQizjj-5 Fseuaomon 




76 
J D 


36 


.2 


1 R 

X D 


9 


R74 Q 


J 


AAA6RR97 


Addojjz / rorcme o 




77 
j / 


36 


1 R 


7 

. j 


9 R1 

Z J J. 


1 0 
x \j 


ADVQ RDR9 
nDA O JU JZ 


adxo jU Lorn ear- 


/-i 


7ft 


35 


.8 


1 R 

X D , 


o 
. z 


i 7 9 n 

x o z u 


o 
o 


A PA4 Oft R 1 

-H.L~H.fi UO Jl 


ACdftUoDi FroKaryoc 




7 Q 

j y 


35 


.8 


1 R 

lj . 


. z 




/I 

4 


AA1 y y boz 4(J 


Continuation (41 o 




40 


35 


.8 


15. 


.2 


110000 


4 


AAI99683_40 


Continuation (41 o 




41 


35 


.6 


15. 


. 1 


1800 


10 


ADA53760 


Ada53760 Human cod 




42 


35 


. 6 


15 . 


. 1 


1893 


12 


ADQ20761 


Adq20761 Human sof 


C 


43 


35 


.6 


15. 


. 1 


2133 


6 


ABQ93432 


Abq93432 Human cDN 




44 


35 


.6 


15. 


.1 


2214 


12 


ADQ24 730 


Adq24730 Human sof 


C 


45 


35 


14 , 


.8 


553 


6 


ABT10269 


Abtl02 69 Human bre 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic 
Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



nucleic search, using sw model 

October 11, 2005, 06:09:23 ; Search time 279.942 Seconds 

( wi thout a 1 ignment s ) 
5030.955 Million cell updates/sec 

US-10-798-678-8 
37 

1 ctggctgggctgtgctggaatatcctggaggcgacac 37 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



68479088 



Database 



EST: * 

1: gb_estl:* 

2: gb_est2:* 

3: gb_htc:* 

4 : gb_est3 : * 

5: gb_est4:* 

6: gb_est5:* 

7: gb_est6:* 

8 : gb_gssl : * 

9: gb_gss2:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 





NO. 


Score 


Match 


Length 


DB 


ID 


Description 




1 


23.6 


63 .8 


748 


7 


CV114754 


CV114754 AGENCOURT 




2 


23.2 


62 .7 


517 


8 


BZ940512 


BZ940512 CH240 107 


c 


3 


23.2 


62 .7 


853 


9 


CR828489 


CR828489 GR0AAA6DD 




4 


22 . 8 


61 .6 


790 


5 


BQ752402 


BQ752402 EST632965 


c 


5 


22.8 


61 .6 


801 


5 
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c 


6 


22.6 


61.1 


456 


6 
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7 


22.4 
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763 


5 
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c 


8 


22 .4 


60.5 
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. 5 


BU600431 
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c 
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GenCore version 5.1.6 
Copyright (C) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



October 11, 2005, 06:09:25 



; Search time 106.55 Seconds 

(without alignments) 

2418.567 Million cell updates/ 



Title: 

Perfect score 
Sequence: 



US-10-798-678-8 
37 

1 ctggctgggctgtgctggaatatcctggaggcgacac 37 



Scoring table 



I DENT I TY_NUC 
Gapop 10.0 , 



Gapext 1 . 0 



Searched : 



8443130 seqs, 3482420727 residues 



Total number of hits satisfying chosen parameters: 



16886260 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_NA: * 



1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCTJ\FEW_PUB . seq : * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq: * 

5: /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 

6: /cgn2_6/ptodata/2/pubpna/PCTUS_PUBC0MB. seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : / cgn2_6 /p t oda t a / 2 /pubpna /US 0 9 A_PUBCOMB . s eq : * 
10: /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: * 
11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq:* 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 
13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq: * 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB.seq: * 
15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB . seq: * 
16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq: * 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq: * 
18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq: * 
19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB. seq: * 
20: /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB.seq: * 
21: / cgn2_6 /pt oda t a / 2 /pubpna /US 1 0 I_PUBCOMB . seq : * 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB . seq : * 
23 : /cgn2_6/ptodata/2/pubpna/USHA_PUBCOMB. seq: * 
24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB.seq:* 
25 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB . seq : * 
26 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB . seq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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% 

Result Query 
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Q 


9 
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21 
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21 


.4 
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21 
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57 
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Sequence 


32102, A 


U 
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21 


.4 


57 


.8 
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c 
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.4 


57 
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UO X U /f±X _ DUW OZfiI?X 


Sequence 
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U 
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Q 
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21 
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57. 
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13 
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Sequence 
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U 
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21 
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.4 
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21 
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U 


Z X 


21 


.2 
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9 
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u 


99 


21 


.2 
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22 
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U 


9^ 


21 


.2 
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.3 


O D ft 


17 
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U 


94. 
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.2 
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£ Q ft 


13 
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L. 
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3 
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17 
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20 
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2 
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9 
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Sequence 444, App 
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.2 
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21 
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c 
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22 
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Sequence 


105, App 


c 


36 
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.8 


56. 


2 
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16 


US-10-231-417-84 


Sequence 


84, Appl 


c 


37 


20 


.8 
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9 
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Sequence 298, App 
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22 
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c 
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21 
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98, Appl 
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Sequence 


828, App 
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18 
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Sequence 


828, App 
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Sequence 310, App 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: October 11, 2005, 06:09:25 ; Search time 10.1569 Seconds 

(without alignments) 
5960.722 Million cell updates/sec 

Title: US-10-798-678-8 
Perfect score: 37 

Sequence: 1 ctggctgggctgtgctggaatatcctggaggcgacac 37 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB . seq: * 

2: /cgn2 6/ptodata/l/ ina/5B COMB. seq:* 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB.seq: * 

. 5: /cgn2_6/ptodata/l/ina/PCTUS_COMB.seq:* 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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Sequence 
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Sequence 
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c 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic 



Run on: 



nucleic search, using sw model 
October 11, 2005, 



06:09:23 ; Search time 32.8647 Seconds 
(without alignments) 
6664.609 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



US-10-798-678-8 
37 

1 ctggctgggctgtgctggaatatcctggaggcgacac 37 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

4390206 seqs, 2959870667 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



8780412 



Database : 



N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2: geneseqnl990s: * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : 

5 : geneseqn2 0 0 lbs : 

6 : geneseqn2 002as : 

7 : geneseqn2 002bs : 

8 : geneseqn2 003as : 

9 : geneseqn2 003bs : 

10 : geneseqn2 003cs 

11 : geneseqn2 003ds 

12 : geneseqn2004as 

13 : geneseqn2004bs 



* 
★ 
* 
* 
★ 

•k 

: * 

: * 

: * 

. * 



Pred. No. is the number of results predicted by chance to have a 
score greater than, or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
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NO. 


Score 


Match 


Length DB 


ID 


Description 
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22.6 


61. 1 


68732 


13 


ABD33428 


Abd33428 Human can 


3 


21.6 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



October 11, 2005, 06:09:23 ; Search time 177.721 Seconds 

(without alignments) 
10087.968 Million cell updates/sec 

US-10-798-678-8 
37 

1 ctggctgggctgtgctggaatatcctggaggcgacac 37 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



9416466 



Database 



GenEmbl : 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12 : 


gb_sy : * 


13: 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 

NO. 



Score 



Query 

Match Length DB 



ID 



Description 



1 25 67.6 50488 9 AL133231 

C 2 25 67.6 160536 2 AC040953 

C 3 24.2 65.4 179877 2 AC102051 



AL133231 Human DNA 
AC040953 Homo sapi 
AC102051 Mus muscu 
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AL732399 Mouse DNA 
AC102058 Mus muscu 
AC119541 Rattus no 
X08045 Gorilla imm 
AC150485 Bos tauru 
AL030999 Human DNA 
AC004225 Homo sapi 
Continuation (9 of 
AC022090 Homo sapi 
AC016553 Homo sapi 
AC025359 Homo sapi 
AL354821 Human DNA 
AC14 9539 Xenopus t 
AC151335 Xenopus t 
AC007721 Homo sapi 
AL136221 Human DNA 
AC094037 Rattus no 
AC132650 Rattus no 
AL080251 Human DNA 
AP003159 Homo sapi 
AC112981 Mus muscu 
ALI 6 1781 Human DNA 
AP002388 Homo sapi 
AC095136 Rattus no 
AC150256 Aedes aeg 
AC148852 Otolemur 
AC148852 Otolemur 
AC149854 Papio anu 
AC109935 Rattus no 
AC096895 Rattus no 

AL844144 Mouse DNA 
AC141432 Homo sapi 
AC107644 Mus muscu 
U66074 Tritrichomo 
AC138147 Polypteru 
AC126564 Homo sapi 

AC134337 Mus muscu 
AC092850 Homo sapi 

AC122000 Mus muscu 
AC013972 Drosophil 
AC006066 Drosophil 
AC093098 Drosophil 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic 
Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



nucleic search, using sw model 

October 11, 2005, 06:09:23 ; Search time 151.32 Seconds 

( wi t hout a 1 ignment s ) 
5030.955 Million cell updates/sec 

US-10-798-678-7 
20 

1 cagcccatacaaggccatgg 2 0 

I DENT I TY_NUC 
Gapop 10.0 , Gapext 1.0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



68479088 



Database 



EST: * 



gb_estl : * 
gb_est2 : * 
gb_htc: * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_gssl : * 
gb_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB 



ID 



Description 
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Compugen Ltd. 



OM nucleic 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



nucleic search, using sw model 

October 11, 2005, 06:09:23 ; Search time 96.0654 Seconds 

(without alignments) 
10087.968 Million cell updates/sec 

US-10-798-678-7 
20 

1 cagcccatacaaggccatgg 2 0 

I DENT I TY_NUC 
Gapop 10.0 , Gapext 1 . 0 



Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



9416466 



Database 



GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11 : 


gb__sts : * 


12: 


gb_sy : * 


13: 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 
2 
3 



20 100.0 
20 100.0 
20 100.0 



365 
365 
366 



6 AX395375 
6 AX538673 
6 AX395391 



AX3 95375 Sequence 
AX538673 Sequence 
AX395391 Sequence 
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Continuation (3 of 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search-, using sw model 

Run on: October 11, 2005, 06:09:23 ; Search time 151.32 Seconds 

(without alignments) 
5030.955 Million cell updates/sec 

Title: US-10-798-678-10 
Perfect score: 20 

Sequence: 1 cagcccacggtcatgatgaa 20 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 68479088 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : EST:* 



1 


gb_estl : 


★ 


2 


gb__est2 : 


★ 


3 


gb_htc: * 




4 


gb_est3 : 


* 


5 


gb_est4 : 


* 


6 


gb_est5 : 


* 


7 


gb_est6 : 




8 


gb_gssl : 


★ 


9 


gb_gss2 : 





Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Query 

Score Match Length DB ID Description 



Result 
No. 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM. nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



October 11 , 2005, 06:09:25 ; Search time 57.5948 Seconds 

(without alignments) 
2418.567 Million cell updates/ 

US-10-798-678-10 
20 

1 cagcccacggtcatgatgaa 2 0 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 

8443130 seqs, 3482420727 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



16886260 



Database 



Publ ished__Appl icat ions_NA : * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB . seq 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBC0MB . seq : * 

7: /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 

10: / cgn2_6 /p t oda t a / 2 /pubpna / US 0 9B_PUBCOMB .seq: 

11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: 

12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 

13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq: 

14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB. seq: 

15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB. seq: 

16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq: 

17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq: 

18 : /cgn2_6/ptodata/2/pubpna/US10F__PUBCOMB. seq: 

19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB. seq: 

20 : /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB. seq: 

21 : /cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB. seq: 

22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB. seq: * 

23 : /cgn2_6/ptodata/2/pubpna/USllA_PUBCOMB. seq: 

24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB. seq 

25 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB . seq 

26 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB . seq 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 





No 


Score 


Match 


T ,pnrrt" Vi 

UC1 L. 1 1 




t n 


Description 




1 




20 


100 


. 0 


90 


70 


t jc - 1 0 - 7 9 ft - 6 7 ft - 1 0 

uj xv i y \j w / 0 jlu 


Sequence 


10, Appl 


p 


2 




20 


100 


. 0 


7 Qft 
o y o 


1 0 

X \J 


T IC - 0 Q - Q 1 ft-QQR-R070 
uo vj y y x 0 yy\j juju 


Sequence 


5030, Ap 


p 






20 


100 


. 0 


4 1 Q 
*± x y 


1 0 
X u 


ITC-0Q-Q1 ft-QQR-RI R Q 


Sequence 


5159, Ap 


Q 


4 




20 


100 


. 0 


114 7 


1 6 

x w 


- 1 0-41 9-999-9 

W O XV/ T 1Z /Li £j 


Sequence 


2, Appli 


c 






20 
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. 0 


114 7 


X 0 


TjC_l H-41 9-977 -9 


Sequence 


2, Appli 


Q 
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. 0 


1437 


9 


TI c J-n < 5-Q9R-709-Rfi 


Sequence 56, Appl 


p 


7 




20 
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. 0 


1437 


X \J 


TI c 5-OQ-Q9R-709-Rfi 


Sequence 


56, Appl 


p 


q 

o 




20 


100 


. 0 


1 R69 


1 ft 

X 0 


0-976-77R-14 


Sequence 


14, Appl 


Q 


9 




20 


100 


. 0 


1 R67 

J > U -3 


Q 
y 


TI^-0Q-7fiR-971A-9Q 


Sequence 29, Appl 


p 


J. \J 




20 


100, 


. 0 


169 0 


7 1 

X 


ttc_i 0-7fi7-0R7-1 67 

WO X VJ Ou / U -) / XDO 


Sequence 


163, App 


p 

W 


11 




20 


100. 


. 0 


701 6 

O \J X D 


1 ft 
X 0 


T TO _ 1 D-^41 _fi47_9RQ 
UD 1U Oil Dij ZOj7 


Sequence 


259, App 


Q 


12 


18 


.4 


92 , 


. 0 


4 R9 

*± J 


1 0 

X V 


HQ-DQ-QI ft-QQR-96499 


Sequence 


26422, A 


c 


17 

X J 


18 


.4 


92 


.0 


1 It J 


1 6 

X 0 


tto_-i 0-41 9-999-4 

WO XU *±XZi~ZjZZ *± 


Sequence 


4, Appli 


p 


14 


18 


.4 


92 


. 0 


114 7 
X x *± o 


1 6 

X D 


TI^-1 0-41 9-977-4 

WO XU IXZ ZJJ 1 ! 


Sequence 


4, Appli 


p 
W 


1 R 


18 


.4 


92 


.0 


1 760 


Q 

y 


TIQ-OQ-ftftO-l 07-996Q 


Sequence 2269, Ap 


p 


1 6 
X D 


18 


.4 


92 , 


.0 


1 760 

X J D U 


1 0 
X u 


TTC_0Q-ft77-767P-7n7 


Sequence 


707, App 




17 


18 


.4 


92. 


. 0 


1 760 


21 


TTC3-1 0-ft47-641A-707 

WO XV/ OtO Drt XrA. 1 \J 1 


Sequence 


707, App 




1 ft 

X o 


18 


.4 


92 . 


. 0 


1 7Q0 

X O -/ VJ 


1 7 
x / 


t jo _ -| 0-9^4-04Q-9^1 


Sequence 


261, App 


p 

W 


1 9 

X Z> 


18 


. 4 


92 , 


. 0 


1 AO! 
X *± O X 


9 1 

Z X 


TTQ-1 0-ftft7-RR7Z\-1 Q4 


Sequence 


184, App 


p 
W 


70 


18 


.4 


92 . 


.0 


1 ATI 

X *± O X 


99 
z z 


TTC_-| 0-764-49R-7 
UO XU / D^t ~ Z O - / 


Sequence 


7, Appli 


p 

W 


9 1 


18 


.4 


92. 


.0 


1 401 


94 
z *± 


TTQ-11-01Q ft9Q R 


Sequence 


5, Appli 


p 
W 


22 


18 


.4 


92 , 


. 0 


14 79 

X *± O 0 


1 7 
x / 


TTC_i 0-177-Q77-7 


Sequence 


3, Appli 


p 
W 


97 


18 


.4 


92, 


. 0 


1 409 


1 7 
x / 


TTC!_1 0-1 RQ-R^7«7 
UO xU J.D^ DDj*"j 


Sequence 


3, Appli 


(2 


24 


18 


.4 


92. 


. 0 


14-59 

It J^i 


1 7 

x / 


TICJ-1 0-1 RQ_R£7_1 Q1 


Sequence 


191, App 


p 


9 R 

z j 


18 


.4 


92. 


, 0 


-L t Ji Z 


1 Q 
X y 


T1C_1 A-TRR QOQ 071 


Sequence 


271, App 




9 6 

Z D 


18 


.4 


92. 


, 0 


i con 
x D 0 -? 


1 Q 
1 y 


Uo -1U-qUj - /(JoA-j 


Sequence 


3, Appli 


p 


27 


18 


.4 


92 . 


, 0 


4 1 7 R 

T X / O 


9 9 
z z 


TTQ-1 0-777-0A9-1 99 
Uo xU /O / -UOZ-JLZZ 


Sequence 


122, App 


p 


z o 


18 


.4 


92 . 


.0 


41 7C 


9 9 
Z Z 


Uo xU - /Oj - / jU - XZZ 


Sequence 


122, App 


p 


9 9 
z 




17 


85. 


.0 


«j / O 


q 


TTC -HQ QCn 7R0 1 QCQ 


Sequence 1959, Ap 


p 


7 0 




17 


85. 


. 0 


JOl 


Q 




Sequence 6969, Ap 


p 


o X 




17 


85. 


.0 


4 0ft 


q 
y 


TTC-0Q-Q£0-7R9-QR4Q 


Sequence 9 549, Ap 


c 


32 




17 


85. 


,0 


996 


11 


U^- 09 -ft 76- 147-1 747 

WO \J y O/W X rr j Ijt / 


Sequence 


1347, Ap 


c 


33 


16 


.8 


84 . 


.0 


258 


14 


US-10-284-985-22 


Sequence 


22, Appl 




34 


16 


.8 


84 . 


.0 


600 


22 


US-10-972-079-54955 


Sequence 


54955, A 




35 


16 


.8 


84. 


.0 


600 


22 


US-10-972-079-54956 


Sequence 


54956, A 




36 


16 


.8 


84 . 


. 0 


823 


13 


US- 10 -02 7 -632 -172970 


Sequence 


172970, 




37 


16 


.8 


84 . 


0 


823 


13 


US-10-027-632-172971 


Sequence 


172971, 




38 


16 


.8 


84 . 


0 


823 


17 


US-10-027-632-172970 


Sequence 


172970, 




39 


16 


.8 


84 . 


.0 


823 


17 


US-10-027-632-172971 


Sequence 


172971, 


c 


40 


16 


.8 


84 . 


0 


1035 


10 


US-09-899-575-10 


Sequence 


10, Appl 


c 


41 


16 


.8 


84 . 


0 


1056 


10 


US-09-899-575-16 


Sequence 


16, Appl 


c 


42 


16 


.8 


84 . 


0 


1780 


14 


US-10-164-278-13 


Sequence 


13, Appl 


c 


43 


16 


.8 


84 . 


0 


1780 


22 


US-10-164-278-13 


Sequence 


13, Appl 


c 


44 


16 


.8 


84 . 


0 


1780 


22 


US-10-449-370-3 


Sequence 


3, Appli 


c 


45 


16 


.8 


84 . 


0 


1824 


17 


US-10-386-414-9 


Sequence 


9, Appli 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



October 11, 2005, 06:09:25 ; Search time 5.4 902 Seconds 

(without alignments) 
5960.722 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-798-678-10 
20 

1 cagcccacggtcatgatgaa 2 0 



Scoring table: 



I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 2405568 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



lssued_Patents_NA: * 

/cgn2_6/ptodata/l/ina/5A_COMB. seq: * 
/cgn2_6/ptodata/l/ina/5B_COMB. seq: * 
/cgn2__6/ptodata/l/ina/6A_COMB. seq: * 
/cgn2_6/ptodata/l/ina/6B_COMB. seq: * 
/ cgn2_6 /p t oda t a / 1 / ina / PCTUS_COMB . s eq : * 
/cgn2_6/ptodata/l/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





NO. 


Score 


Match Length DB 


ID 








Description 


c 


1 


20 


100 


0 


1522 


4 


US- 


09 


-949 


-016-1695 


Sequence 1695, Ap 


c 


2 


20 


100 


0 


2343 


2 


US- 


09 


-018 


-760-3 


Sequence 3, Appli 


c 


3 


20 


100 


0 


3016 


4 


US- 


09 


-023 


-655-259 


Sequence 259, App 


c 


4 


20 


100 


0 


17353 


4 


us- 


09 


-949 


-016-13437 


Sequence 13437, A 


c 


5 


18.4 


92 


0 


228 


4 


us- 


09 


-513 


-999C-14175 


Sequence 14175, A 


c 


6 


18 .4 


92 


0 


1414 


4 


us- 


09 


-949 


-016-2364 


Sequence 2364, Ap 


c 


7 


18 .4 


92 


0 


7158 


4 


us- 


09 


-949 


-016-14106 


Sequence 14106, A 




8 


18 


90 


0 


601 


4 


us- 


09 


-949 


-016-58445 


Sequence 58445, A 


c 


9 


16.8 


84 


0 


177 


4 


us- 


09 


-536 


-977-31 


Sequence 31, Appl 


c 


10 


16.8 


84 


0 


258 


3 


us- 


09 


-109 


-204-22 


Sequence 22, Appl 


c 


11 


16.8 


84 


0 


258 


4 


us- 


09 


-490 


-032-22 


Sequence 22, Appl 



Q 


12 


16 


. 8 


84 


. 0 


432 


4 


US- 


-09 


-536 


-977 


-53 




5 3 , App 1 


c 


13 


16 


. 8 


84 


. 0 


434 


4 


US- 


-09 


-536 


-977 


-55 




S R Annl 


c 


14 


16 


. 8 


84 


. 0 


798 


4 


US- 


•09 


-536 


-977 


-61 


^pmipripp 


61 Annl 


c 


15 


16 


. 8 


84 


. 0 


800 


4 


US- 


■09 


-536 


-977 


-63 




61 Ann! 


c 


16 


16 


. 8 


84 


. 0 


1038 


4 


US- 


•09 


-536 


-977 


-75 




7S Annl 


c 


17 


16 


. 8 


84 


. 0 


2071 


4 


us- 


•09 


-536 


-977 


-69 


Seauence 


69 Annl 


c 


18 


16 


. 8 


84 


. 0 


2181 


4 


us- 


•09 


-475 


-515 


-58 


Seauence 


58 Annl' 


c 


19 


16 


. 8 


84 


. 0 


2224 


3 


us- 


•09 


-109 


-204 


-6 


SeQuence 


6 Ann 1 i 


c 


20 


16 


. 8 


84 


. 0 


2224 


4 


US- 


•09 


-490 


-032 


-6 


Cprrnpnrp 




c 


21 


16 


. 8 


84 


. 0 


2298 


4 


us- 


•09 


-476 


-242 


-22 


SenTience 

l vji v — . 1 1 v^. \^ 


22 Annl 


c 


22 


16 


. 8 


84 


. 0 


2298 


4 


US- 


•09 


-476 


-242 


-23 


JCLj Li C-l 1 L- 


91 Annl 


c 


23 


16 . 


. 8 


84 . 


. 0 


2298 


4 


US- 


•09 


-476 


-242 


-24 


^em ipti pp 

JC^j Li. c; 1 ILL 


04 Annl 


c 


24 


16 . 


. 8 


84 . 


. 0 


2310 


4 


US- 


■09 


-476 


-242 


-3 


^ em i en c p 




c 


25 


16 . 


. 8 


84 . 


. 0 


2310 


4 


US- 


■09 


-476 


-242 


-21 


Cppp i on /— p 




c 


26 


16 . 


. 8 


84 . 


. 0 


2316 


4 


US- 


•09 


-476 


-242 


-4 


U~i 1L C 


A A n*n> 1 S 
, nppi X 


c 


27 


16 . 


, 8 


84 . 


. 0 


2316 


4 


US- 


09 


-476 


-242 


-8 


^pfTiipnrp 


8 Annl i 


c 


28 


16 . 


. 8 


84 . 


. 0 


2322 


4 


US- 


09 


-476 


-242 


-5 


Secnipnop 


5 t Appl i 


c 


29 


16 , 


. 8 


84 . 


. 0 


2322 


4 


US- 


•09 


-476 


-242 


-18 


Seoiienpe 


18 Annl 


c 


30 


16 . 


. 8 


84 . 


. 0 


2322 


4 


US- 


•09 


-476 


-242 


-19 


Cprtiipripp 
i— iCLjUCiiLL 


1 9 Annl 


c 


31 


16 . 


. 8 


84 . 


, 0 


2322 


4 


US- 


09 


-476 


-242 


-20 


^pmipnrp 


2 0 Ann! 


c 


32 


16 . 


. 8 


84 . 


, 0 


2328 


4 


US- 


09 


-476 


-242 


-6 




fs Ar>r>l i 

\J i r\^J^J±. X 


c 


33 


16 . 


. 8 


84 . 


. 0 


2334 


4 


US- 


09 


-476 


-242 


-7 


^pniipnrp 


7 Anr^l -i 


c 


34 


16 . 


. 8 


84 . 


. 0 


2340 


4 


US- 


09 


-475 


-515 


-67 


%J CLjULiiL C- 


fi7 Annl 


c 


35 


16 . 


. 8 


84 . 


. 0 


2352 


4 


US- 


09 


-476 


-242 


-26 


O LtJ UCl lL- c 


^» D , ^hr* tr 


c 


36 


16 . 


, 8 


84 . 


. 0 


2358 


4 


US- 


09 


-475 


-515 


-50 


Q i on r* o 

OC^UCllLC 


D \J t x 


c 


37 


16 . 


, 8 


84 . 


. 0 


2358 


4 


US- 


09 


-476 


-242 


-25 


iJCLjUCilLC 


^ -J / i-V^J^J X 


c 


38 


16 . 


. 8 


84 . 


0 


2385 


4 


US- 


09 


-475- 


-515 


-68 


OCLJULliL ~ 


o o , .Mjo;^ x 


c 


39 


16. 


8 


84 . 


0 


2466 


4 


us- 


09 


-475- 


-515 


-4 9 


Sequence 


49, Appl 


c 


40 


16. 


8 


84 . 


0 


2469 


4 


us- 


09 


-536 


-977 


-71 


Sequence 


71, Appl 


c 


41 


16. 


8 


84. 


0 


2517 


4 


us- 


09- 


-476- 


-242- 


-16 


Sequence 


16, Appl 


c 


42 


16. 


8 


84 . 


0 


2517 


4 


us- 


09 


-476 


-242- 


-17 


Sequence 


17, Appl 


c 


43 


16. 


8 


84. 


0 


2523 


4 


us- 


09 


-476 


-242- 


-15 


Sequence 


15, Appl 


c 


44 


16. 


8 


84. 


0 


2529 


4 


us- 


09- 


-476« 


-242- 


-14 


Sequence 


14, Appl 


c 


45 


16. 


8 


84. 


0 


2535 


4 


us- 


09- 


-476- 


-242- 


-13 


Sequence 


13, Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: October 11, 2005, 06:09:23 



; Search time 17.7647 Seconds 

(without alignments) 

6664.609 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



US-10-798-678-10 
20 

1 cagcccacggtcatgatgaa 2 0 

I DENTI TY__NUC 

Gapop 10.0 , Gapext 1.0 



4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



8780412 



Database : 



N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2 000s : * 

4: geneseqn2 001as 

5: geneseqn2001bs 

6: geneseqn2002as 

7: geneseqn2 002bs 

8: geneseqn2003as 

9: geneseqn2003bs 
10 : geneseqn2003cs 
11 : geneseqn2 003ds 
12 : geneseqn2004as 
13 : geneseqn2 004bs 



: * 
: * 
. * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 



NO. 


Score 


Match Length DB 


ID 


Description 


• 1 


20 


100.0 


20 13 


ADS13181 


Adsl3181 PCR prime 


2 


20 


100.0 


21 2 


AAV01296 


Aav01296 Creatine 


C 3 


20 


100.0 


398 9 


ACH17818 


Achl7818 Human adu 


C 4 


20 


100.0 


419 9- 


ACH17947 


Achl794 7 Human adu 



c 


b 




A A 
20 


1 A A 

100 


. 0 


114 6 


2 


A 7V C\ O C Q A A 

AAQobyyO 


Aaq86990 Lreatme- 


c 


6 




A A 

20 


1 A A 

100 


. 0 


14 37 


3 


AAFlo037 


Aafl8037 Lung cane 


c 


I 




A A 

2 0 


1 A A 

100 


A 
. 0 


lb4o 


T A 
12 


AD^8b9b4 


Adq86954 Human turn 


c 


o 
o 




A A 

2 0 


1 A A 

100 


. 0 


1562 


6 


AAD2 72 12 


Aad27212 Human AAA 


c 


9 




A A 

2 0 


1 A A 

100 


A 

. 0 


n c c ~i 

15b3 


4 


A AOAOAAA 

AAH23099 


Aan23099 Osteoartn 


c 


i a 
10 




A A 
2 0 


T A A 

100 


A 

. 0 


1568 


2 


A A C\ C O A A A 

AAQ58 990 


Aaq58990 Mutant nu 


c 


1 1 
1 1 




A A 

20 


1 AA 
100 


A 

. 0 


Ibbo 


Z 


A T\ ACl CAA 

AAvJb 1 b2 0 


Aaq51620 Human ere 


c 


1 0 
X z 




z u 


X UU 


A 

. u 


icon 
i bz u 


X u 


AUr vjy bbZ 


AuEUybbz Human lYlAr 


c 






A A 
2 U 


1 A A 

100 


a 


z J4 J 


Z 


A AVAAAOA 

AAAy 9 98 9 


Aax99989 Creatine 


c 






A A 

z u 


1 A A 
100 


A 

. u 


3 01b 


X X 


nnTT AQ71 
AJJl j 0933 


Aai3 0933 Human cDN 


c 


lb 


1 o 

lo 


. 4 


A. A 

yz 


a 
. 0 


TOO 

zzo 


3 


iv 7\ ni AT AA 

AAL1010 0 


AaclOlOO Human sec 


c 


lb 


lo 


. 4 


A A 

92 


r\ 

. 0 


4 5z 


A 

9 


A f~**l T O A A T A 

ALHJ9210 


Acn39210 Human foe 


c 


1 / 


1 Q 

lo 


. 4 


Q A 

yz 


A 


b /4 


XZ 


A r^/^N A A A **7 ^ 

AUy9Z0 /b 


Aaq92 076 Human aut 


c 


lo 


1 Q 

lo 


A 

. 4 


Q A 

yz 


A 
. 0 


^ ^ c: 
bbb 


o 
z 


AAy0b82 9 


Aaq05829 Human B i 


c 


1 Q 

i y 


1 Q 
1 O 


. 4 


yz 


A 

. u 


X UZ 4 


1 A 

X U 


AJd^o J Z b 1 


adz8j251 loxicoiog 


c 


o a 
Z 0 


1 Q 

lo 


. 4 


Q A 

yz 


A 
. U 


X 14b 


2 


A A/^OzTAO A 

AAy8b98 9 


Aaq86989 Creatine- 


c 


A 1 

Z 1 


1 Q 

lo 


. 4 


Q A 

yz 


, 0 


T O r- r- 

1355 


13 


ACN3 9756 


Acn39756 Tumour -as 


c 


o a 
ZZ 


lo 


. 4 


Q A 

yz . 


. u 


T O A 

13b0 


b 


AbJ_lb2J /0 


AD162370 Colon ade 


c 


2 J 


lo 


. 4 


A A 

yz 


. 0 


T "5 /T A 

1360 


6 


ABN95771 


Abn95771 Gene #226 


c 


Z4 


lo 


. 4 


Q A 

yz . 


. U 


13 7b 


2 ■ 


AAQ5161 9 


Aaq51619 Human ere 




a cr 

25 


1 O 

lo 


. 4 


A A 


. 0 


T T A A 

13 90 


6 


ABQ5438 1 


Abq54381 Human ova 


c 


A C 
z b 


1 Q 

lo 


. 4 


Q A 

yz . 


. U 


14 Jz 


12 


a nn 1 a a c /i 

ADP1 04 54 


Adpl0454 Reference 


c 


a ^ 
Z / 


1 Q 

lo 


A 

. 4 


O a 

yz . 


. U 


1 A O O 

14 Jz 


13 


A T~\T) 1 >l A *7 A 

ADR142 70 


Adrl4 270 Human NF- 


c 


A Q 
ZO 


lo 


. 4 


Q A 

yz . 


. u 


1 C O Q 

ibo y 


3 


A A A /T /I AAT 

AAA64203 


Aaa642 03 cDNA sequ 


c 


A Q 

z y 




1 / 


Q C 

03 . 


. U 


J /o 


Q 

o 


AbAJb /94 


Abx36794 Bovine ES 


c 


*3 a 
5 0 




1 / 


q cr 
OD . 


. U 


J o 1 . 


o 
o 


ABA4 1804 


Abx41804 Bovine ES 


c 


^ i 
J 1 




1 A 

1 / 


o c 

8b , 


A 


A A O 

4 Oo 


n 
8 


ABA44J84 


Abx44384 Bovine ES 


c 


Q a 

32 




1 / 


o c 

8b . 


A 


A A zT 

99b 


b 


A DMH A A 1 A 

ABN744 12 


Abn74412 Bovine em 


c 




lb 


. 8 


O A 


A 


177 


-> 

3 


AAA /l nf\nr 

AAA4 9 07 5 


Aaa49075 Snut 1890 


c 


o /I 


lb 


o 
. 8 


O /I 

84 , 


A 


A IT O 

258 


3 


AAZ4604 0 


Aaz46040 Partial c 


c 


J D 


i a 
1 b 


Q 

. o 


O A 

84 , 


A 


434 


-> 
3 


AAA /I AAO 1- ? 

AAA4 9 08 / 


Aaa49087 Piece 4gp 


c 


Jb 


lb 


. 8 


O A 

84 . 


A 
. U 


TOO 

/ 98 


3 


AAA A AAAA 

AAA4 9 09 0 


Aaa49090 Piece 8gp 


c 


J / 


i a 
lb 


. o 


Q A 
04 . 


A 
. U 


Q A A 
oUU 


-J 


AAA/1 QAQ1 

aaa4 y oy 1 


Aaa49091 Piece 8gp 




o o 
JO 


lb 


n 
- O 


84 , 


A 


8 04 


10 


ACF71304 


Ac f 7 1 3 04 Phot orhab 




39 


16 


. 8 






ft 4 ^ 

O T: J 


J. u 


a nn4. 79 01 


rt.u.u.^i /zz / Kat gene 


c 


40 


16 


.8 


84 . 


. 0 


1035 


3 


AAA51616 


Aaa51616 HIV gp41 


c 


41 


16 


.8 


84 . 


, 0 


1038 


3 


AAA49097 


Aaa49097 synBX08- 


c 


42 


16 


.8 


84 . 


, 0 


1056 


3 


AAA51623 


Aaa51623 HIV gp41 


c 


43 


16 


.8 


84 . 


, 0 


1780 


8 


ABZ23175 


Abz23175 Polynucle 


c 


44 


16 


.8 


84 . 


, 0 


1780 


12 


ADF11374 


Adfll374 Human CAR 


c 


45 


16 


.8 


84 . 


, 0 


1824 


6 


ABK87939 


Abk87939 Human arg 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: October 11, 2005, 06:09:23 ; Search time 96.0654 Seconds 

(without alignments) 
10087.968 Million cell updates/sec 

Title: US - 10 - 798 -678 -10 

Perfect score: 20 

Sequence: 1 cagcccacggtcatgatgaa 2 0 



Scoring table: I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 9416466 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11 : 


gb__sts : * 


12 : 


gb_sy : * 


13 : 


gb_un : * 


14 : 


gb__vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 

c 2 
c 3 



20 100.0 21 11 DOGCKMB 

20 100.0 242 9 HUMCKMM3 
20 100.0 819 4 AF130753 



L77481 Canis famil 
M2148 9 Human muscl 
AF130753 Equus cab 



c 


4 


20 


100 


0 


QIC 

Zf X J 


R 
-j 


AY1 ?0^ft4 


AY1101A4 Ppfrnmv7n 


r* 

L> 


J 


9 0 

^> vj 


1 00 

X VJ VJ 


. VJ 


x x *± j 


D 


RD069790 


RH069190 Qnl nf i nn- 


v_ 


<J 


20 


1 00 

X VJ VJ 


. VJ 


X X *± o 


4 


zvpi 9 0106 

X Zi VJ X VJ o 


AR1 901 06 Rao |-aiirn 


c* 
L. 


7 


9 0 
z< vj 


1 00 

X VJ \J 


n 


X X *± D 


c 

J 


ZiRI 1 Pi Q4 9 


AR1 1 QQ49 T ol-Vinnt-Dr 


i~< 

L- 


o 
o 


9 n 


1 00 
x U U 


n 


114 6 
x X *± D 


Q 
-7 


RT*0067 
dlUUD / jj 


DlUUb / jj nOTTlO Scipi 




q 

-7 


9 0 


1 00 

X KJ vj , 


. vj 


114 6 

X X *± O 


1 9 
XZ 








10 


20 


100 


. 0 


1146 


12 


RT00790ft 

IJxVJVJ / J/VJO 


RT00790A Q^/T^i-'hf^^ H n 

DIVJVJ/J/VJO OyilLilCLlL 


v.. 


11 


VJ 


1 00 

X VJ VJ . 


o 

. VJ 


x j j o 


R 


AR1 0^47^ 

riD X VJ ._> *± / >j 


ZiRI 0147R T.ofhonhor 
AJj 1 U J rt / j XJCCIlcIl LCI 


v~ 


12 


90 
^ vj 


1 00 

x vj vj . 


• VJ 


1 ^49 
X J *± z> 


4 

*T 


RARPKR 

I\riDv,iuj 


l v iXXjvJD Ka.JjJJXL. CIcd 


p 
v^ 




90 

^-j VJ 


1 00 

X VJ VJ . 


. VJ 


14 9ft 

X *± £t O 


R 
J 


r o v_ v_r\.ir2-\ 


M16A9'7 T pal -j f ny-ni 
l v ij D*i / I . Cal X Eurill 


p 
v— 


14 


90 


1 00 

X VJ VJ , 


. VJ 


14 74 
x *± j *± 


R 
J 


r ov. v_rv. 


l v Jll jUo I . lUariUOraLa 




15 


20 


100 


o 

. VJ 


1 46S 

X *± O J 


4 


PARfPK 


T^09ft^1 DqKh-i mnar 1 
rvUZojX rLcLUU 1 ^ lUU.bC 




16 


20 


1 00 

X VJ VJ 


o 

. VJ 


1521 


D 


PD71 9ft ft 1 

V-y / X ^ O O X 


PP7 1 QQQ 1 Corfiionro 
v_v^/Xi7C5oX jcC^UtrilCc 




17 


20 


100 


. 0 


1527 


4 


LJV_/VJV_I\. 


Ml 1 £l£lC) V^r^rr r< 3 >-H -i a 
nilDDU L -^- , y taX UlaL 




18 


20 


100 


o 

. VJ 


1 RRR 

X J J J 


q 


AK1 9 9ft 7ft 


7\i/i 9Q070 u nmn car ,i 


p 


1 9 


9 0 


1 00 

X VJ VJ . 


. vj 


1 R69 

X J 


D 


AY^99770 






20 


2 0 


1 00 

X VJ VJ . 


. VJ 


1 R69 


q 




Ml /nQn Unman r>v-Q^ f- 
l v JX^t / OU rlUiUd.Il LiedL 


p 


2 1 


9 0 


1 00 

X VJ vj . 


. VJ 


1 R.6? 


a 

D 


AY 9 09 0 9 9 


BYOnOHQQ Cam 

aazuzujj jequencs 


P ' 
V_- 


99 


9 n 


1 00 
X u vj . 




1 61 Q 

X D X Z/ 


Q 

-7 


RPO 0 7469 


dLUU /4b^ riOulO SSpl 




23 


90 


1 00 

X VJ VJ . 


0 

. VJ 


9 74 7 
o o *± o 


D 


AP Oft 4 9 7 9 

r\i\. VJ O Zf 1 


ADDQ/1 QTO C am i on 

HKUo't j oequencc 




24 


90 


1 00 

X VJ VJ . 


0 

. VJ 


7 0 1 6 


O 


AR ^7971 4 


AKo /y/l £ ± ocqiicIlCc 


Q 


2S 


20 

^-j VJ 


1 00 

X VJ VJ ■ 


VJ 


904 R4 


9 

Zj 


AVtr O c n O O 

HI JO JO 


AijoDzJo liOmO Sa.pl 




26 


20 


100 . 


0 


44 052 


q 


AP00R7ft 1 
r\v_vjvjj / ox 


ZiPnri^TQ 1 U^in^ (3aY>-i 
HLUUD / OX flOUlO Sapi 




27 


9 0 

VJ 


1 00 
x vj vj . 


VJ 


1 RR060 

X J J VJ O VJ 


o 


API 4 0 1 RR 
r\v_X *t Ul DO 


ALi^uijo reus cat 




28 


20 


1 00 

X VJ vj . 


o 


1 S6^ftl 

X J O J O J 


9 


API ^ R99 1 


ZiP1"iR991 T7cil-io pai- 




29 


9 0 

VJ 


1 00 

X VJ VJ . 


o 

VJ 


1 60069 

X O VJ VJ O Zf 


9 


AP09 7 19 9 

t\\^ \J c, Zj Z> £tZ> 


A T TOO Unmn 

Av^uzjj^iy riomo sa.pi 




30 


20 


100 . 


0 


163038 


2 


API ~K SS4 9 


AP17RR49 Dan t- v-^rrl 




31 


20 


100 . 


0 


173728 


2 


AC13 9878 


API ^9ft7ft Qua Qprnf ' 
nLlJ70 /O OUb bLIUL 




32 


9 0 


1 00 

X VJ VJ . 


o 

VJ 


1 9700R 
x z> / vj vj j 


9 


API 

ri.v^ X j / JJ J 


yAuij/Djo hsos cauru 




33 


20 


100 . 


o 


199160 


2 


API 1 7 Sift 

r^V_x j / jjO 


&P177R'*n Pani e fam 
/jjO LdlllS lain 


c 


34 


1 ft 4 


99 

Zf & . 


VJ 


1 Oft 

X VJ o 


q 


RT IMPtfRl 
nui'iL fvo j 


i v izz job Human creat 




-j 


1ft 4 


99 


n 

VJ 


910 

A X VJ 


q 

-7 


RT TMPtfRRl 
nuiML rvxj o j 


i v iz iz j o riunran creac 




36 


18 . 4 


99 

-J Zl . 


0 

VJ 


9 9ft 
*s o 




AY ft 9ft 1 1 9 


A YQ QQ O 1 O O^/tt i /-v-r-> ^-i^. 

aaojo jiz beQuence 




?7 


1 ft 4 

J- O . ^ 


99 


n 

VJ 


9 9ft 


D 


RD01 ") Q 4 c: 
IjJ-JvJ j j O rt D 


duuj Jo4 j beQuence 


c 


38 


18.4 


99 

Z> ^ . 


o 

VJ 


R4 0 

J *± VJ 




A V6 Oft 67 7 


aidUoo / j Dxancnios 


c 


39 


18 . 4 


92 . 


0 


574 


6 


CQ832393 


\— \^0 J £j J JJ JCVjUCllLC 


c 


40 


18 .4 


92 . 


0 


916 


5 


AY130383 


AY130383 Myxine gl 


c 


41 


18.4 


92 . 


0 


1137 


3 


AF251440 


AF251440 Branchios 


c 


42 


18 .4 


92 . 


0 


1143 


6 


BD062321 


BD062321 Solution- 


c 


43 


18 .4 


92 . 


0 


1146 


5 


AB118943 


AB118943 Lethenter 


c 


44 


18.4 


92. 


0 


1146 


9 


CR542268 


CR542268 Homo sapi 


c 


45 


18.4 


92. 


0 


1146 


12 


AY335755 


AY335755 Synthetic 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



nucleic search, using sw model 

October 11, 2005, 06:09:23 ; Search time 151.32 Seconds 

(without alignments) 
5030.955 Million cell updates/sec 

US-10-798-678-9 
20 

1 tctgacccagaggtgtcaag 20 

I DENTI TY_NUC 
Gapop 10.0 , Gapext 1.0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



68479088 



Database 



EST: * 



gb_est 1 : * 
gb_est2 : * 
gb_htc : * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_gssl : * 
gb_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 





NO. 


Score 


Match 


Length 


DB 


ID 


Description 




1 


18.4 


92 . 0 


496 


9 


BX981645 


BX981645 Forward s 




2 


18 .4 


92.0 


600 


9 


CR048849 


CR048849 Reverse s 




3 


18 .4 


92.0 


627 


9 


CR070097 


CR070097 Reverse s 




4 


18 .4 


92.0 


630 


9 


CR113345 


CR113345 Reverse s 


c 


5 


17.4 


87. 0 


127 


1 


AA452683 


AA452683 zx39a02.r 


c 


6 


17.4 


87.0 


374 


4 


BI299618 


BI299618 UI-R-CV2- 


c 


7 


17.4 


87. 0 


375 


7 


CO908555 


CO908555 BJ02032C1 


c 


8 


17.4 


87. 0 


375 


7 


CR465162 


CR465162 CR465162 



c 


q 

y 


1 7 


A 


ft 7 


. u 


4 9 fi 
ft Z U 


A 
ft 


DT 'JfifiRCT/l 


BI300554 


UI-R-CV2- 




-L U 


1 7 


. ft 


ft 7 


A 

. u 


4 £ Q 
ft o y 


/ 


P\77 Rft 9 fi7 
LV J Do Z U / 


CV358207 


MR4-UT009 


c 


X X 


1 7 

X / 


A 
. ft 


ft 7 
o / 


. u 


4 ft 4 
ft 0 ft 


ft 


DP TTOI ft ft 


BG373108 


UI-R-CV1- 


c 


1 9 
x z 


1 7 


/I 
. ft 


ft 7 

o / . 


ft 


R7 9 


_» 


DftO ft 1 9 A 1 
JD^Z U XZft X 


BQ201241 


UI-R-DQ1- 




lj 


1 7 
X / 


. ft 


ft "7 


ft 


R A Q 

Dft y 


/ 


Lr X U / X 0 X 


CF107151 


Shultzomi 




X ft 


1 7 
X / 


. ft 


Q 7 


ft 

. u 


RC7 
DO / 


/ 


wy j b y d 


W93695 zd96b06.sl 


c 


1 R 


1 7 
X / 


A 
. ft 


ft'? 


ft 

. u 


C Rft 

boo 


A 
ft 


OT901 ART 
DlZyXftD / 


BI291457 


UI-R-CV2- 




1 6 


1 7 
X / 


A 
. ft 


ft 7 

o / . 


ft 


1 974 
X Z j ft 


Q 


^Xibft y / b b 


CL649766 


CH213-250 


c 


1 7 

-L / 




1 7 
X / 


ft R 

0 D , 


ft 


1 Q4 
X J ft 


ft 
O 


Rft COI 1 

do bz x / 


B86217 RPCI11-22G1 


c 


1 ft 
-L O 




1 7 
X / 


ft R 

0 D . 


ft 


7 ^ fi 


ft 
O 


AAf| ft O ft ft A 

r\\^v u y uo ft 


a Ofi fi Qfift 4 
r\\^\j u y U O ft 


PDpT 11-99 
KrLl XX — ZZ 


c 


X y 




1 7 


ft R 

0 D , 


ft 


R R ft 

JJO 


X 


AZ\7ft7944 
/ U o Z ft ft 


ZiZ17fi7944 
/ U -5 Z ft ft 


*7-i7ficafift G 
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Z Vj 
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ft R 
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ft 
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q 
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M-vj X 3 z d y u 


Zim R9 RQfi 

.".Li x d z d y u 


Dan +- y~ r^ry 1 
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\— 




1 £ 


ft 


ft 4 

O fi • 


ft 
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ft 
o 


A7fti ft99Q 

r\t-> O ± O Z Z 


A 70 1 ft 99 Q 
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X o 
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1 fi 
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AAQ9/1 9/1/1 
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1 fi 
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1 fi 
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O ft . 


ft 
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O 
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ft 
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O 
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u 
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1 fi 
X D 


o 
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q 
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fi 


J ft 
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y 
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ft 

u 
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q 

y 
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1 fi 
X b 
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ft 
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L. 




1 fi 
X O 
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. 0 


ft 4 
Oft . 


ft 


^ fi ft 


Q 

o 


D71 A9CQ'7 
Di6X4z bo / 


BZ142687 


CH230-318 


c 


40 


16 


.8 


84 . 


0 


721 


9 


CR012945 


CR012945 


Forward s 


c 


41 


16 


.8 


84 . 


0 


740 


9 


AG604192 


AG604192 


Mus muscu 


c 


42 


16 


.8 


84 . 


0 


755 


2 


BE513483 


BE513483 


601316176 


c 


43 


16 


.8 


84 . 


0 


767 


9 


CC543607 


CC543607 


CH24 0_425 


c 


44 


16 


.8 


84 . 


0 


773 


9 


AG506946 


AG506946 


Mus muscu 




45 


16 


.8 


84. 


0 


805 


8 


BH096053 


BH096053 


RPCI-24-2 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 



October 11, 2005, 06:09:25 ; Search time 57.5948 Seconds' 

(without alignments) 
2418.567 Million cell updates/sec 

US-10-798-678-9 
20 

1 tctgacccagaggtgtcaag 20 



Scoring table: I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 8443130 seqs, 3482420727 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



16886260 



Database 



Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB . seq : * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06__NEW_PUB. seq - * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq 

5 : /cgn2__6/ptodata/2/pubpna/US07_NEW_PUB. seq 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB.seq: * 

7: /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : / cgn2_6 /p t oda t a / 2 /pubpna /US 0 9 A_PUBCOMB . s eq : * 
10: /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: 
1 1 : / cgn2_6 /p t oda t a / 2 /pubpna /US 0 9 C_PUBC0MB . s eq : 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB . seq : * 
13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB. seq 
15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB. seq 
16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq 
18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq 
19: /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB. seq 
2 0: / cgn2_6 /p t oda t a / 2 /pubpna / US 1 0H_PUBCOMB . s eq 
21: / cgn2_6 /p t oda t a / 2 /pubpna / US 1 0 1 _PUBCOMB . s eq 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB . seq : * 
2 3 : / cgn2_6 /pt oda t a / 2 /pubpna /US 1 1A_PUBC0MB . s eq : 
24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB.seq 
25 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB. seq 
26 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB. seq 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: October 11, 2005, 06:09:25 ; Search time 5.4902 Seconds 

(without alignments) 
5960.722 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-798-678-9 
20 

1 tctgacccagaggtgtcaag 20 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 



2405568 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB*. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq:* 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



October 11, 2005, 06:09:23 ; Search time 17.7647 Seconds 

(without alignments) 
6664.609 Million cell updates/sec 

US-10-798-678-9 
20 

1 tctgacccagaggtgtcaag 2 0 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



8780412 



4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : N_Geneseq_16Dec04 : * 

1 : geneseqnl980s ; * 
2: geneseqnl990s : 
3: geneseqn2 000s : 
4: geneseqn2001as : * 
5 : geneseqn2001bs : * 
6 : geneseqn2002as : * 
7 : geneseqn2002bs : * 
8 : geneseqn2003as : * 
9 : geneseqn2003bs : * 
10: geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004as : * 
13 : geneseqn2004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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NO. 


Score 


Match Length DB 


ID 


Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: October 11, 2005, 06:09:23 ; Search time 96.0654 Seconds 

(without alignments) 
10087.968 Million cell updates/sec 

Title: US- 10 -798 -678-9 

Perfect score: 20 

Sequence: 1 tctgacccagaggtgtcaag 20 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 9416466 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb in : * 


4 




gb om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11 : 


gb_sts : * 


12 : 


gb_sy : * 


13 : 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 

score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

c 1 20 100.0 173728 2 AC139878 AC139878 Sus scrof 

c 2 18.4 92.0 184890 2 AC102608 AC102608 Mus muscu 

3 18.4 92.0 210372 10 AC122807 AC122807 Mus muscu 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



October 11, 2005, 06:09:23 ; Search time 310.207 Seconds 

(without al ignment s ) 
5030.955 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-798-678-12 
41 

1 atcatgcgcttcaccgactg. 



. gagaaagagcctctccgtcc 41 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 68479088 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing : 



Minimum Match 
Maximum Match 
Listing first 



0% 

100% 

4 5 summaries 



Database : EST:* 



1 


gb_estl : 




2 


gb_est2 : 


★ 


3 


gb_htc: * 
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gb_est3 : 


★ 


5 


gb_est4 : 


★ 


6 


gb_est5 : 




7 


gb_est6 : 
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gb_gssl : 


★ 


9 


gb_gss2 : 


★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match Length 


DB 


ID 


Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



October 11, 2005, 06:09:25 ; Search time 118.069 Seconds 

(without alignments) 
2418.567 Million cell updates/ 

US-10-798-678-12 
41 

1 atcatgcgcttcaccgactg gagaaagagcctctccgtcc 41 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



8443130 seqs, 3482420727 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



16886260 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_ApplicationsJSfA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB . seq- * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB . seq 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB . seq 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB. seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 
10: / cgn2_6 /p t oda t a / 2 /pubpna / US 0 9 B_PUBCOMB .seq: 
11: / cgn2_6 /pt oda t a / 2 /pubpna /US 0 9C_PUBCOMB . seq : 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 
13: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0A_PUBCOMB . s eq 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB.seq 
15: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0C_PUBCOMB . s eq 
16: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0D_PUBCOMB . s eq 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq 
18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB.seq 
19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB. seq 
20: /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB.seq 
21: / cgn2_6 /p t oda t a / 2 /pubpna / US 1 0 1 _ PUB COMB .seq 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB. seq: * 
2 3 : /cgn2_6 /pt oda t a / 2 /pubpna /US 1 1A_PUBC0MB . s eq : 
24 : /cgn2_6/ptodata/2/pubpna/USllJSfEW L PUB. seq: * 
25: /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB. seq: * 
2 6: / cgn2_6 /p t oda t a / 2 /pubpna /US 6 0_PUBCOMB . s eq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



October 11, 2005, 06:09:25 ; Search time 11.2549 Seconds 

(without alignments) 
5960.722 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-798-678-12 
41 

1 atcatgcgcttcaccgactg gagaaagagcctctccgtcc 41 



Scoring table: 



I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 



2405568 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB . seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



October 11, 2005, 06:09:23 ; Search time 36.4176 Seconds 

(without alignments) 
6664.609 Million cell updates/sec 

US-10-798-678-12 
41 

1 atcatgcgcttcaccgactg gagaaagagcctctccgtcc 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

4390206 seqs, 2959870667 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



8780412 



Post -processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : Nj3eneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4: geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8: geneseqn2003as : * 

9: geneseqn2003bs : * 
10: geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12: geneseqn2 004as : * 
13 : geneseqn2004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



1 41 100.0 41 13 

C 2 24 58 ..5 1115 13 

3 22.8 55.6 110000 12 

C 4 22.8 55.6 110000 12 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



October 11, 2005, 06:09:23 ; Search time 196.934 Seconds 

(without alignments) 
10087.968 Million cell updates/sec 

US-10-798-678-12 
41 

1 atcatgcgcttcaccgactg gagaaagagcctctccgt cc 41 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 



9416466 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : 



GenEmbl : * 

1 : gb_ba : * 

2 : gb_htg : * 

3 : gb_in : * 

4 : gb_om : * 

5 : gb_ov : * 

6 : gb_pat : * 

7 : gb_ph : * 

8 : gb_pl : * 

9 : gb_pr : * 
1 0 : gb_ro : * 

11: gb_StS:* 

12: gb_sy:* 
13: gb_un:* 
14 : gb__vi : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



% 

Query 

Match Length DB 



SUMMARIES 



ID 



Description 



1 26.2 63.9 148202 

2 23.4 57.1 172901 

3 23.4 57.1 187455 



10 AL928553 
2 AC151240 
2 AC150757 



AL928553 Mouse DNA 
AC151240 Bos tauru 
AC150757 Bos tauru 
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ALlz y4 o o 


ALlzy486 Homo sapi 




40 
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53. 


,7 


186152 


2 


AC130358 


AC130358 Homo sapi 




41 


22 


53 . 


.7 


190632 


10 


AC110622 


AC110622 Mus muscu 


c 


42 


22 


53 . 


.7 


192583 


2 


AC015941 


AC015941 Homo sapi 


c 


43 


22 


53 . 


.7 


215441 


9 


AC005736 


AC005736 Homo sapi 




44 


22 


53. 
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2 


AC115267 


AC115267 Rattus no 
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2 


AC094734 


AC094734 Rattus no 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



October 11, 2005, 06:09:23 ; Search time 310.207 Seconds 

(without alignments) 
5030.955 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-798-678-11 
41 

1 cgagggctgttaaaggccaa gctcctttctccagggacac 41 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 



34239544 seqs, 19032134700 residues 



Total number of hits satisfying chosen parameters: 68479088 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : EST:* 



1 


gb_estl : 


★ 


2 


gb_est2 : 


* 


3 


gb_htc : * 




4 


gb_est3 : 




5 


gb_est4 : 




6 


gb_est5 : 




7 


gb_est6 : 


★ 


8 


gb_gssl : 


★ 


9 


gb_gss2 : 


★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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23.6 


57.6 
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c 
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AA443873 zw92gll.r 
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1 R 

X J 




91 

Z J> 


R6 


1 

. X 
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D X O 


q 


PP7 T 7667 


CE313667 
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c 


16 

X o 




91 

Z J 


R6 




741 




RXA711T 1 

OAO / J J X j 
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1 7 

X / 
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Z J 
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. X 
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(Z 
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PA6qOR 
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BU923713 
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53 . 
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5 


BX668147 


BX668147 


BX668147 


C 


41 




22 . 


53. 


,7 
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6 


CA589187 


CA589187 


hab54hll . 




42 




22 


53. 


7 


646 


6 


CB475213 


CB475213 


jnsl04_F0 




43 




22 


53. 


7 


651 


6 


• CB479636 


CB479636 


jns52_H07 




44 




22 


53. 


7 


674 


7 


CF362814 


CF362814 


830609 MA 




45 




22 


53 . 


7 


676 


7 


CF362793 


CF362793 


830584 MA 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



October 11, 2005, 06:09:25 ; Search time 118.069 Seconds 

(without alignments) 
2418.567 Million cell updates/sec 

US-10-798-678-11 
41 

1 cgagggctgttaaaggccaa gctcctttctccagggacac 41 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



8443130 seqs, 3482420727 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



16886260 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



Published_Applications_NA: * 



1 

2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 
23 
24 
25 
26 



/cgn2_6/ptodata/2/pubpna/US07_PUBCOMB . seq : * 
/cgn2_6/ptoda ta/2 /pubpna/ PCT_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US06_PUBCOMB . seq : * 
/cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB . seq : * 
/cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US08_PUBCOMB . seq : * 
/cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB . seq : * 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 0 9 B_PUBCOMB .seq: 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 0 9 C_PUBCOMB .seq: 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 0 9_NEW_PUB . s eq : * 
/cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB . seq 
/ cgn2_6 /pt oda t a / 2 /pubpna /US 1 0B_PUBCOMB . s eq 
/ cgn2_6 /pt oda t a / 2 /pubpna /US 1 0C_PUBCOMB . seq 
/ cgn2_6 /p t oda t a / 2 /pubpna / US 1 0 D_PUBCOMB . s eq 
/ cgn2_6 /p t oda t a / 2 /pubpna / US 1 0 E_PUBCOMB . s eq 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 F_PUBCOMB . s eq 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 1 0G_PUBCOMB . s eq 
/ cgn2_6 /p t oda t a / 2 /pubpna / US 1 0 H_PUBCOMB . s eq 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 1_PUBCOMB . s eq 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 1 0_NEW_PUB . s eq : * 
/cgn2_6/ptodata/2/pubpna/USHA__PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/USll_NEW_PUB . seq : * 
/cgn2_6/ptodata/2/pubpna/US60_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US60_PUBCOMB. seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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% 

Result Query 
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Description 




X 
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4 1 
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T TC 

Uo 
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Sequence 


3, Appli 




1 0 
x \j 


99 A 


55 


. 6 


1 OR 

X U «J 


Q 

y 


TIC- 


fiQ - 
\j y 


79 A - 
/ z o 


444- 


576 
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4, Appli 


C 


9 A 
Z ft 


9 1 £ 
Z X . b 


52. 


. 7 


7/1 A Q fi 9 
/ft ft o Uz 


1 7 
X / 


T TC 

Uo 


1 fi 
-XL) 


- z y z 


-798 


-1369 
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35. 


21 


51. 


.2 


681 


17 


us 


-10 


-027 


-632 


-38616 


Sequence 


38616, A 




36 


21 


51 , 


, 2 


681 


17 


us 


-10 


-027 


-632 


-38617 


Sequence 


38617, A 


c 


37 


21 


51., 


.2 


1095 


13 


us 


-10 


-027 


-632 


-81415 


Sequence 


81415, A 


c 


38 


21 


51 , 


, 2 


1095 


13 


us 


-10 


-027 


-632 


-81416 


Sequence 


81416, A 


c 


39 


21 - 


51, 


.2 


1095 


17 


us 


-10 


-027 


-632 


-81415 


Sequence 


81415, A 


c 


40 


21 


51. 


. 2 


1095 


17 


us 


-10 


-027 


-632 


-81416 


Sequence 


81416, A 




41 


20.8 


50. 


. 7 


455 


13 


us 


-10 


-027 


-632 


-50765 


Sequence 


50765, A 




42 


20.8- 


50. 


. 7 


455 


13 


us 


-10 


-027 


-632 


-317969 


Sequence 


317969, 




43 


20.8 


50. 


. 7 


455 


13 


us 


-10 


-027 


-632 


-317970 


Sequence 


317970, 




44 


20.8 


50. 


. 7 


• 455 


17 


us 


-10 


-027 


-632 


-50765 


Sequence 


50765, A 




45 


20.8 


50. 


7 


455 


17 


us 


-10 


-027 


-632 


-317969 


Sequence 


317969, 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 



October 11, 2005, 06:09:25 ; Search time 11.2549 Seconds 

(without alignments) 
5960.722 Million cell updates/sec 

US-10-798-678-11 
41 

1 cgagggctgttaaaggccaa gctcctttctccagggacac 41 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 2405568 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -process ing : Minimum- Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the re.sult being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


22 


.6 


55 


1 
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4 


US- 


09 


-949 


-016 


-13847 


Sequence 


13847, A 




2 


21 


.2 


51 


7 


601 


4 


US- 


09 


-949 


-016 


-79200 


Sequence 


79200, A 


c 


3 


21 


.2 


51 


7 


146095 


4 


US- 


09 


-949 


-016 


-12872 


Sequence 


12872, A 


c 


4 


21 


.2 


51 


7 


146104 


4 


us- 


09 


-949 


-016 


-13239 


Sequence 


13239, A 




5 


21 


.2 


51 


7 


784019 


4 


us- 


09 


-949 


-016 


-14033 


Sequence 


14033, A 




6 


21 


.2 


51 


7 


828152 


4 


us- 


09 


-949 


-016 


-12777 


Sequence 


12777, A 


c 


7 


21 


51 


2 


601 


4 


us- 


09 


-949 


-016 


-175322 


Sequence 


175322, 




8 


21 


51 


2 


22988 


4 


us- 


09 


-949 


-016 


-16721 


Sequence 


16721, A 




9 


20 


.8 


50 


7 


147 


4 


us- 


09 


-270 


-767 


-5464 


Sequence 


5464, Ap 




10 


20 


.8 


50 


7 


147 


4 


us- 


09 


-270 


-767 


-20746 


Sequence 


20746, A 




11 


20 


.8 


50 


7 


1826 


4 


us- 


09 


-799 
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Sequence 


284, App 
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"1 c 0 0 

Xbzz 


z 


T TC 

Ub - 


ft Q 

Uo 


c 


Jz 


0 ft 
z U 


A Q 

4 a . 


Q 
. O 
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X4 / /U 


4 


T to 

■ Ub - 


A A 

Uy 


c 


40 


20 


48. 
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US- 


09 
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.8 
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09 




42 


20 


48. 


.8 
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4 


us- 


09 


c 


43 


20 


48 , 
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09 


c 


44 
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.8 
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4 
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09 
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94 Q 
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R 7 7 R 1 A 
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/ JUL 
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D X O O Z> 
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O Jl 
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^ J D 
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949 


-016-17598 


Sequence 


17598, A 


949 


-016-11782 


Sequence 


11782, A 


949 


-016-13280 


Sequence 


13280, A 


949 


-016-16804 


Sequence 


16804, A 


949 


-016-12849 


Sequence 


12849, A 


621 


-976-11014 


Sequence 


11014, A 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: October 11, 2005, 06:09:23 ; Search time 36.4176 Seconds 

(without alignments) 
6664.609 Million cell updates/sec 

Title: US-10-798-678-11 
Perfect score: 41 

Sequence: 1 cgagggctgttaaaggccaa gctcctttctccagggacac 41 



Scoring table.: I DENTI TY_NUC 

Gapop 10.0 , Gapext 1 . 0 

Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 8780412 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 

10 : geneseqn2003cs : * 

11: geneseqn2003ds : * 

12 : geneseqn2 004as : * 

13 : geneseqn2 004bs : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


41 


100.0 


41 


13 


ADS13182 


Adsl3182 PCR prime 


2 


24 


58.5 


454 


3 


AAF08133 


Aaf08133 Fusarium 


3 


24 


58.5 


1578 


5 


AAS69894 


Aas69894 DNA encod 


C 4 


23.4 


57. 1 


414 


12 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



October 11, 2005, 06:09:23 ; Search time 196.934 Seconds 

(without alignments) 
10087.968 Million cell updates/sec 

US-10-798-678-11 
41 

1 cgagggctgttaaaggccaa gctcctttctccagggacac 41 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 

4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



9416466 



Database 



GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb in : * 
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gb om : * 
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gb_ov : * 


6 




gb__pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12 : 


gb_sy : * 


13: 


gb_un : * 


14: 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 24.6 60.0 152881 

2 24.6 60.0 167753 

3 24.6 60.0 184420 



10 AC124353 
2 AC126039 
2 AC118373 



AC124353 Mus muscu 
AC126039 Mus muscu 
AC118373 Rattus no 
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